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1.0. Introduction 


Cereals are the major and most important food source for human beings and also animal kind. 


The current cereal production amounts to 2.3 billion tonnes, of which approximately 1.0 billion 


tonnes is destined for human consumption, 750 million tonnes is used as animal feed, whereas 


the remaining 500 million tonnes serve as source to industrial usage, seed, or  get wasted 


[(http://faostat3.fao.org/faostat-gateway/go/to/home/E), (FAO Statistical year book 2013)]. 


Barley (Hordeum vulgare L.), is the fourth most important cereal food crop after maize (Zea 


mays L.), rice (Oryza sativa L.), and wheat (Triticum spp.) in terms of global production 


(http://faostat.fao.org/site/339/default.aspx). Barley belongs to tribe Triticeae (family Poaceae) 


which also includes other economically important crops such as wheat, rye (Secale cereale L.), 


and triticale (× Triticosecale Witt. ex A. Camus). Barley was mainly cultivated for human food 


supply in the last century but nowadays it is significantly grown for animal feed, malt production 


and human food respectively (Baik and Ullrich, 2008). However, in some parts of Asia and 


Northern Africa, barley has still remained as a major food source (Newman and Newman, 2006). 


Interest in barley for food has increased in the recent past mainly because of the health benefits 


associated with its beta-glucan (an anticholesterol substance), acetylcholine (a substance which 


nourishes nervous system) contents, easy digestibility (due to low gluten contents), high lysine, 


thiamine and riboflavin (Marwat et al., 2012). Genetically barley is a diploid (2n=14), 


(vonBothmer, 1992) and self-pollinating annual plant with a comparatively smaller genome size 


[(DNA content = 5.1 Gb; (Dolezel et al., 1998)]. Among all of the Triticeae species, barley 


encompasses a rich collection of genetic and genomic resources (discussed in detail in section 


1.4). A draft genome sequence of barley was recently made available by the International Barley 


Sequencing Consortium (IBSC, 2012) which provides an essential reference gene space for 
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genetic research and breeding. Because of these facts barley can serve as a wonderful model 


plant for the tribe Triticeae.  


1.1. Inflorescence development in grasses 


The external appearance of flowering plants is determined to a large extent by the forms of 


flower–bearing branch systems (inflorescences), and their position and spatial orientation on the 


plant axis (Vollbrecht et al., 2005). In flowering plants the vegetative Shoot Apical Meristem 


(SAM) transforms into a reproductive Inflorescence Meristem (IM) after perceiving an intrinsic 


signal from the plant to flower. The architecture of inflorescence depends upon the function and 


fate of the IM. The IM produces groups of meristematic cells (stem cell-like plant cells) which 


differentiate to produce flower bearing branches, and reproductive floral organs. Thus, 


inflorescence architecture ultimately reflects meristem number, arrangement and also duration of 


meristem activity which correlates with inflorescence branch length.   


In comparison to model dicot species such as Arabidopsis with simple inflorescence architecture, 


grasses (the Poaceae family) show complex inflorescence architecture (Kellogg, 2007). In 


Arabidopsis, when appropriate endogenous signal is perceived, the SAM transforms into a 


reproductive IM. The IM differentiates into a Secondary Inflorescence Meristem (SIM), which 


further differentiates into floral meristem (Amasino, 2010; Irish, 2010). This simple 


categorization of meristems seen in Arabidopsis is, however, insufficient to describe the great 


diversity of grass inflorescences, which have multiple types of meristems, each with a distinct 


fate and genetic control (Kellogg, 2007).  In grasses, flowers are produced on a specialized short 


branch called spikelet. Before the formation of spikelet, inflorescence axis undergoes multiple 


iterations of branching depending upon species. Different grass species morphologically vary 
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from each other in their arrangement of inflorescence branches, spikelets, and florets (Clifford, 


1987). Thus, the ultimate architecture is determined by the extent of branch iterations. In grasses, 


after transition from vegetative to the reproductive phase, the SAM converts into IM, as also 


seen in Arabidopsis. However, the IM in grasses further initiates the Branch Meristems (BMs) 


and forms the main axis of the inflorescence. The BMs initiate Spikelet Meristems (SMs) which 


further initiate Floret Meristems (FMs), the FM produces florets containing floral organs (carpel, 


stamen, and lodicules) and two outer organs lemma and palea which enclose the floral organs. 


The floral organs together with lemma and palea subtended by two rudimentary bract leaves 


(glumes) constitute the grass spikelet which serves as a building block of grass inflorescence 


(Clifford, 1987). The florets are initiated on an axis known as rachilla, which is specific to 


grasses. The spikelet is composed of one to several florets depending upon species (Sakuma et 


al., 2011). Although this represents the general scheme of inflorescence and flower development 


in grasses, various levels of branch iterations in different grass species result in diverse 


inflorescence structures. The three predominant inflorescence types that can be distinguished by 


branching architecture in grasses include (1.) simple raceme, where spikelets are born 


individually on short pedicels attached directly to the inflorescence axis. There are no branches 


(e.g. tassel inflorescence of maize (Zea mays L.), inflorescences of Paspalum spp. L., and 


Echinocloa spp L.), (2.) branched panicle: pedicelled spikelets are born on primary, secondary 


and tertiary branches arising from the inflorescence axis (e.g. Oryza sativa L., and Sorghum 


bicolor L.), (3.) spike: unbranched, sessile spikelets are directly attached to the inflorescence axis 


(e.g. Hordeum spp. L, Triticum spp. L, Lolium spp. L, and Brachypodium spp. L). It is thought 


that the panicle is the primitive grass inflorescence form, from which the spike inflorescence 


evolved at a later time (Ward and Leyser, 2004). Several variants of these three inflorescence 
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types exist in grasses. A detailed overview of reproductive meristem differentiation and 


organization in four of the major and commercially important grass species that bear one or the 


other inflorescence types mentioned above is described in the following sections. 


1.1.1. Rice  


The rice inflorescence is a panicle. Flower bearing spikelets in rice are produced after multiple 


rounds of branching which itself is indicative of a prolonged IM activity. The IM in rice initially 


produces several Primary Branch Meristems (PBMs) and degenerates after producing PBMs. 


The PBMs initiate Secondary Branch Meristems (SBMs), both PBMs and SBMs elongate to 


produce the typical panicle architecture in rice (Bommert et al., 2005) (Figure 1.1.1.A). The 


PBMs and SBMs produce SMs in their flanks and terminate in a SM. The SM differentiates into 


a single FM (Figure 1.1.1.B). In rice both, IM and axillary branch meristems (PBMs and SBMs), 


terminate with a determinate SM.  


 


Figure 1.1.1. Schematics showing panicle and inflorescence meristem differentiation. 


Mature panicle (A), and inflorescence meristem differentiation and organization (B) in rice. The red circle 


(A) denotes the degenerate tip of the panicle, which is indicative of IM degeneration. IM: Inflorescence 


Meristem: PBM: Primary Branch Meristem; SBM: Secondary Branch Meristem; SM: Spikelet Meristem; 


FM: Floret Meristem. 


IM


PBM


SBM


SM


FM


SM


FM


=  spikelet with a single 
floret


A B
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1.1.2. Maize 


A more complex inflorescence meristem differentiation and organization can be seen in maize. 


Maize is a monoecious plant producing male flowers on a racemose inflorescence known as 


tassel (at the plant apex) (Figure 1.1.2.A), whereas the female flowers are born on a spike–type 


inflorescence called ear or cob (in vegetative leaf axils). In maize and other species of tribe 


Andropogoneae, spikelets are produced in pairs, (one pedicelled spikelet and one sessile spikelet) 


(Figure 1.1.2.A). The indeterminate tassel IM first initiates several indeterminate lateral Long 


Branch Meristems (LBMs) at the base, which themselves produce a large number of Short 


Branch Meristems (ShBMs) also known as Spikelet Pair Meristems (SPMs). After producing 


several LBMs the apical meristem shifts to produce ShBMs (SPMs). SPMs produce a pair of 


SMs (Figure 1.1.2.B). SMs produce sterile leaves, called bracts, and two staminate FMs. Unlike 


tassel the ear does not produce basal LBMs; the IM directly produces ShBMs which differentiate 


into SMs (Figure1.1.2.C). The SMs differentiate into a pair of pistillate floral meristems, in the 


maize ear only one FM remains fertile and the other FM is aborted (Figure1.1.2.C). 


 


IM


FM


FM FM


FM


SM SM


LBM


ShBM
/SPM


IM


FM


FM FM


FM


SM SM


ShBM
/SPM


= spikelet pair with two  
florets/each spikelet 


A CB
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Figure 1.1.2. Schematics showing maize tassel inflorescence and meristem differentiation in tassel 


and ear. 


Mature tassel with indeterminate long branches at the base followed by determinate spikelet pairs (A). 


Inflorescence meristem differentiation and organization in tassel (B) and ear (C) inflorescences of maize. 


IM: Inflorescence Meristem: LBM: Long Branch Meristem; ShBM/SPM: Short Branch 


Meristem/Spikelet Pair Meristem; SM: Spikelet Meristem; FM: Floret Meristem. The FM indicated in red 


font (C) depicts the abortion in ear inflorescence. 


 


1.1.3. Wheat and barley 


Wheat, barley and other species belonging to tribe Triticeae are characteristic for a branchless 


inflorescence called spike, the sessile spikelets are produced directly on the inflorescence axis 


(Figure 1.1.3.A for wheat, and 1.1.3.C for barley). The meristem differentiation and 


organization is comparatively less complex than in panicle and tassel inflorescences of rice and 


maize respectively, due to the absence of branching. In wheat the determinate IM differentiates 


into the first axillary meristem called Double Ridge (DR) which has a lower leaf ridge and upper 


spikelet ridge. The spikelet ridge differentiates into a SM; whereas the leaf ridge remains 


suppressed. The SM produces more than ten FMs in a distichous manner on the indeterminate 


rachilla (Figure 1.1.3.B). Barley, however, shows a peculiar meristem differentiation and 


organization. Here the inderminate IM differentiates into a DR meristem but then develops into a 


Hordeum-specific, determinate Triple Spikelet Meristem (TSM). Each SM produces only one 


FM, always resulting in three single-flowered spikelets per rachis internode (Figure 1.1.3.D). 


Differences in the fertility of the Hordeum-specific spikelet triplet (arising from TSM) confer 


unique row–type identity to barley spikes (row–types are discussed in section 1.3.1.) 
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Figure 1.1.3. Schematics showing wheat, barley spikes and their inflorescence meristem 


differentiation. 


(A) Determinate wheat spike. Within the spikelet, florets are produced on indeterminate rachilla, each 


spikelet produces up to 10 floral primordia in a distichous manner. (B) Meristem differentiation and 


organization in wheat spike. (C) Schematic diagram showing an indeterminate barley spike, with in the 


spikelet, a single floret is produced on determinate rachilla. (D) Schematic diagram showing inflorescence 


meristem differentiation and organization in barley. IM: Inflorescence Meristem; TSM: Triple Spikelet 


Meristem; SM: Spikelet Meristem; LSM; Lateral Spikelet Meristem; CSM: Central Spikelet Meristem; 


FM: Floret Meristem. The red bar (A) indicates the degenerate IM in wheat. 


 


1.2. Genetic regulation of inflorescence development in rice and maize 


Maize and rice are unquestionably the best models for studying the genetic regulation of 


inflorescence development and architecture due to the multiplicity of meristem types (Kellogg, 


2007). The extent of IM differentiation and organization is already indicative of the complex 


nature of genetic regulation underlying inflorescence development in these two species. As 


described in earlier sections, in maize and rice the typical reproductive development starts with 


initiation of IM followed by different types of BMs, SMs and FMs. A large number of mutants  
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that are affected in discrete stages of different meristem developmental phases and corresponding 


genetic determinants responsible for initiation, maintenance, and transition of these meristems 


have been identified and characterized in these two species (Bommert et al., 2005; Malcomber et 


al., 2006; Pautler et al., 2013; Sreenivasulu and Schnurbusch, 2012; Tanaka et al., 2013; Yoshida 


and Nagato, 2011). In the following sections, rice and maize genes that are responsible for the 


initiation, maintenance and transition of these meristem types are discussed.  


1.2.1. Control of inflorescence meristem identity and development 


In rice the IM development is induced by the accumulation of the florigen producing gene 


Heading date3a (Hd3a) and its homolog RICE FLOWERING TIME LOCUS1 (RFT1). Hd3a and 


RFT1 are homologs of Arabidopsis FLOWERING TIME1 [(FT1) (Komiya et al., 2008; Tamaki 


et al., 2007)]. In maize Zea CENTRORADIALIS8 (ZCN8), which also encodes an FT1–LIKE 


protein, induces IM formation (Lazakis et al., 2011). In Arabidopsis, CLAVATA1 (CLV1) and 


CLV3, together with CLV2 [(a Leucine Rich Repeat (LRR) protein)], constitute the CLAVATA 


signaling pathway, which restricts the WUSCHEL (homeodomain transcription factor) gene 


expression domain to maintain shoot and floral meristems (Yoshida and Nagato, 2011). The 


architecture of IM in rice is maintained by two genes, FLORAL ORGAN NUMBER1 (FON1) and 


FON2. FON1 is an ortholog of Arabidopsis CLV1, encodes an LRR receptor–like kinase (Suzaki 


et al., 2004), FON2 is a CLE protein similar to Arabidopsis CLV3 (Chu et al., 2006; Suzaki et al., 


2006). Mutations in these genes cause IM fasciations and a corresponding increase in floral 


organ number. In maize the mutants thick tassel dwarf1 (td1) and fasciated ear2 (fea2) underlie 


the CLV1 (Bommert et al., 2005) and CLV2 (Taguchi-Shiobara et al., 2001) homologs 


respectively (Figure 1.2.1). The mutants, td1 and fea2 also result in IM fasciations. Recently 


Bommert et al. (2013) showed that the maize COMPACT PLANT2 (CT2) encoding G subunit of 
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a heterotrimeric GTP binding protein functions as a signaling molecule for LRR receptor kinases 


(CLV1 & CLV2) thus controlling IM architecture. In the mutants of rice aberrant panicle 


organization1 [(apo1), F–box protein, ortholog of Arabidopsis UNUSUAL FLORAL ORGANS 


(UFO)], apo2 (ortholog of Arabidopsis LEAFY), the IM is precociously converted to SM 


resulting in a sparse inflorescence (Ikeda-Kawakatsu et al., 2007; Ikeda-Kawakatsu et al., 2012). 


Thus, APO1 and APO2 [(syn. RICE FLORICAULA (RFL); (Rao et al., 2008)] appear to be 


important for IM maintenance in rice. APO1 and APO2 interact with each other, where APO2 


negatively regulates the transcription of APO1 (Ikeda-Kawakatsu et al., 2012). Recently it has 


been shown that over expression of TAWAWA1 (TAW1) is also important for prolonged IM 


activity and delayed BM specification (Yoshida et al., 2012b). 


1.2.2. Control of branch meristem identity and development 


In rice a number of genes that regulate different branch meristems (PBMs, SBMs and SMs) have 


been identified and characterized (Figure 1.2.1). Because of the precocious conversion of IM to 


SM the number of PBMs and SBMs are reduced in rice apo2 and apo1 mutants resulting in a 


shorter panicle (Ikeda-Kawakatsu et al., 2007; Ikeda-Kawakatsu et al., 2012). The activity of 


PBMs and SBMs is also regulated by two genes GRAIN NUMBER1a (GN1a – encodes cytokinin 


oxidase2, OsCKX2) and LONELYGUY (LOG – encodes cytokinin riboside 5′–monophosphate 


phosphoribohydrolase) involved in cytokinin catabolic and biosynthetic pathways, respectively 


(Ashikari et al., 2005; Kurakawa et al., 2007). The GN1a mutants show increased activity of 


PBMs, and SBMs due to abundant levels of cytokinin. However the mutants of LOG with low 


cytokinins show reduced number of PBMs, SBMs and subsequently less number of SMs. 


Recently Yoshida et al. (2012b) showed that over expression of TAW1 is important for prolonged 


IM activity which results in production of more PBMs, SBMs and in turn SMs. Number of 
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Primary Branches (PB), Secondary Branches (SB) and spikelets are also regulated by genes like 


DENSE AND ERECT PANICLE1 (DEP1) and IDEAL PLANT ARCHITECTURE 


(IPA)/WEALTHY FARMERS PANICLE (WFP) which encode PHOSPHATIDYL 


ETHANOLAMINE–BINDING PROTEIN (Huang et al., 2009) and SQUAMOSA PROMOTER 


BINDING LIKE14 (OsSPL14) (Jiao et al., 2010; Miura et al., 2010), respectively. The OsSPL14 


is negatively regulated by micro RNA OsmiR156. DEP1 transcriptionally controls GN1a (Huang 


et al., 2009), whereas the IPA/WFP directly binds with DEP1 and LOG genes, and activate their 


transcription (Lu et al., 2013). ABERRANT SPIKELET AND PANICLE1 (ASP1) encoding a 


transcriptional co–repressor similar to TOPLESS of Arabidopsis, is also important for phase 


transition from BM to SM, the mutants of ASP1 show reduced number of BMs (Yoshida et al., 


2012a). Recently Zhang et al. (2013a) showed that OsmiR397 promotes different orders of 


panicle branching in rice by down-regulating an enzyme called LACCASE (OsLAC) involved in 


brassinosteriod metabolism.  
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Figure 1.2.1. Genetic control of inflorescence development in rice and maize. 


Figure modified after Tanaka et al. (2013). Genetic regulation of inflorescence meristem, branch 


meristem, spikelet meristem and floret meristem specification, maintenance, and transition in rice and 


maize. The dotted lines indicate the presence of potential ortholog in rice and maize. IM: Inflorescence 


Meristem; BM: Branch Meristem; SM: Spikelet Meristem; FM: Floret Meristem.  
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LAX PANICLE1 (LAX1) and SMALL PANICLE (SPA) are two other major regulators of panicle 


branching in rice. LAX1 encodes a basic HELIX–LOOP–HELIX (bHLH) transcription factor 


(Komatsu et al., 2003a). The mutants of lax1 and spa show reduced number of PBMs, SBMs, 


and SMs where as the lax1/spa double mutants show highly degenerated panicles without any 


branches indicating that LAX1/SPA operate in a genetic pathway promoting panicle branching in 


rice.  BARREN STALK1 (BA1) is the corresponding maize ortholog of LAX1. BA1 regulates the 


development of BMs in maize, the maize ba1 mutants completely shut down the production of 


all axillary meristems including LBMs and ShBMs on tassel and ear (Gallavotti et al., 2004). A 


similar barren phenotype is also seen in the mutants of barren inflorescence2 (bif2) which 


encodes a serine–threonine kinase PINOID (McSteen et al., 2007). In contrast to LAX /SPA, the 


rice FRIZZY PANICLE (FZP) functions as a negative regulator of branching after SM identity is 


specified. FZP encodes an APETALA2/ETHYLENE RESPONSE FACTOR (AP2/ERF) family 


transcription factor and in fzp mutants several branches containing rudimentary glumes are 


formed in place of spikelets (Komatsu et al., 2003b). The maize BRANCHED SILKLESS1 (BD1) 


is an ortholog of FZP; the bd1 mutants in maize also produce indeterminate long branches 


instead of spikelets (Chuck et al., 2002). 


1.2.2.1. Maize RAMOSA pathway 


The BM formation and regulation in maize is under the co–ordinated regulation of the RAMOSA 


pathway which is operated by four genes, RAMOSA1 (RA1), RA2, RA3, and RAMOSA1 


ENHACER LOCUS2 (REL2) (Figure 1.2.1). In the maize tassel, the branches are either long or 


short without any intermediates (Kellogg, 2007). In the tassels of maize ramosa mutants, shift 


from LBMs to ShBMs/SPMs is disrupted, with branches being produced that are intermediate in 







13 
 


length between the long and short branches (Figure 1.2.2). Thus, the normal function of the 


RAMOSA gene products is to control BM outgrowth. RA1 encodes a C2H2 zinc finger 


transcription factor with an EAR (Ethylene-responsive element binding factor – Associated 


amphiphilic Repression) domain (Vollbrecht et al., 2005). RA1 is unique to the species of tribe 


Andropogoneae, where spikelets are produced in pairs (SPM). RA2 encodes a Lateral Organ 


Boundary (LOB) domain transcription factor and is found in all grass species (Bortiri et al., 


2006). Interestingly RA3 encodes a Trehalose–6–phosphate phosphatase (TPP), an enzyme 


involved in trehalose biosynthesis (Satoh-Nagasawa et al., 2006). It appears that RA3 is unique to 


Andropogoneae species, however, a RA3–LIKE gene known as SISTER OF RAMOSA3 (SRA) is 


present in all grass species. RA1 is under the transcriptional control of RA2 and RA3. The other 


RAMOSA pathway gene REL2 is a transcriptional co–repressor, which is similar to Arabidopsis 


TOPLESS and is found in other grass species (Gallavotti et al., 2010). The REL2 protein contains 


three domains: the N-terminal LisH (lyssencephaly type1-like homology) and CTLH (C–


terminal to LisH) and 11 WD-40 repeats in the C-terminal region. The CTLH domain of REL2 


physically interacts with C–terminal EAR domain of RA1. The RA1/REL2 protein complex 


appears to be transcriptionally controlled by RA2 and RA3 resulting in the expression or 


repression of target genes, and promote the determinacy of SPM (Gallavotti et al., 2010). 


ABERRANT SPIKELET AND PANICLE1 (ASP1) is the rice ortholog of REL2. The mutants of 


ASP1 display precocious conversion of BM to SM resulting in reduced BM indeterminacy. 


However, the IM, which generally degenerates after PBM initiation, is active even after the 


production of SBMs resulting in indeterminate IM in asp1 mutants (Yoshida et al., 2012a). Thus, 


the inflorescence branching regulated by the RAMOSA pathway appears to be unique to maize 
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and other Andropogoneae species because true orthologs of RA1 and RA3 are not present in other 


grass species (Vollbrecht et al., 2005; Satoh-Nagasawa et al., 2006). 


 


 


Figure 1.2.2. Tassel and ear phenotypes of maize ramosa mutants. 


Wild type tassel (A) and ear (F). ra1 tassel with indeterminate basal long branches (B) and deformed ear 


(G). ra2 tassel with indeterminate long branches (C) and highly branched ear (H). ra3 tassel with 


indeterminate long branches (D) and highly branched ear (I) rel2 mutant tassel (E) and ear (J). Figures A, 


B, F, and G were adapted from Vollbrecht et al. (2005), Figures C, and H were adapted from Bortiri et al. 


(2006), Figures D, and I were adapted from Satoh-Nagasawa et al. (2006) and Figures E, and J were 


adapted from Gallavotti et al. (2010). 


 


1.2.3. Control of spikelet meristem identity 


In maize the determinate fate of the SM is regulated by indeterminate spikelet1 (ids1) and sister 


of indeterminate spikelet1 (sid1) (Chuck et al., 1998; Chuck et al., 2008). Both ids1 and sid1 


encode APETALA2–ERF (AP2–ERF) family TFs, the ids1 and sid1 show development of extra 


florets compromising SM determinacy. In rice SUPERNUMERARY BRACT (SNB) and OsIDS1 
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have similar functions (Lee et al., 2007; Lee and An, 2012), the snb mutants show repeated 


development of rudimentary glumes, extra lemma/palea and floral meristems (Lee et al., 2007). 


The SM identity in rice is also regulated by LEAFY HULL STERILE1 (LHS1), which encodes 


OsMADS1. The lhs1 mutants show reiterative formation of lemma, palea, and FMs (Jeon et al., 


2000), the lhs1 mutant phenotypes are further enhanced by mutation in MOSAIC FLORAL 


ORGANS, which encodes OsMADS6 (Ohmori et al., 2009; Li et al., 2010). In rice APO1 and 


APO2 positively regulate spikelet meristem identity and number by suppressing precocious 


conversion of IM to SM (Ikeda-Kawakatsu et al., 2007). Thus, APO1–APO2 interaction at 


appropriate time point is required for SM formation in rice (Yoshida and Nagato, 2011). In 


maize, INDETRMINATE FLORAL APEX1 (IFA1) and REVERSED GERM ORIENTATION 


(RGO1) are also important for SM determinacy. In mutants of ifa1 and rgo1 the SPMs and SMs 


initiate additional SMs and FMs (Laudencia-Chingcuanco and Hake, 2002; Kaplinsky and 


Freeling, 2003). Thus, IDS1, IFA1, and RGO1 redundantly regulate the fate of SMs in maize 


(Tanaka et al., 2013) (Figure 1.2.1). The BD1/FZP also functions as positive regulator of SM 


identity by suppressing BM formation after SM initiation (Komatsu et al., 2003b; Yoshida and 


Nagato, 2011). 


1.2.4. Control of floral meristem identity 


A large number of floral homeotic genes that are important for development of floral organs 


including sepals, petals, stamens, and carpel (ABCDE model of flower development) have been 


identified in Arabidopsis and all of them encode MADS box transcription factors except the A–


class gene which is an AP2 transcription factor. The maize and rice genomes encode sets of 


genes with significant similarities to Arabidopsis ABCDE genes, suggesting that a similar 
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mechanism regulates floral development in these two grass species (Yoshida and Nagato, 2011; 


Sreenivasulu and Schnurbusch, 2012 and the references therein.) 


1.3. Genetic regulation of inflorescence development in barley 


The spike inflorescence architecture of barley is commonly seen in other species of tribe 


Triticeae. However, the presence of TSM that gives rise to three spikelets at each rachis 


internode in barley makes it unique in terms of reproductive meristem differentiation and 


organization. Unlike maize and rice, the barley IM does not produce BMs resulting in a 


comparatively simple meristem organization. Based on this fact, one may assume a simpler 


genetic regulation involved in barley inflorescence development. However, relatively little is 


known about the genetic regulation involved in barley IM initiation, development, 


differentiation, and organization of different meristem types during barley spike development. A 


comprehensive overview on different genes characterized responsible for inflorescence 


development in barley so far is described in the following sections. 


1.3.1. Control of lateral spikelet fertility and row–type 


As described previously the barley spike carries a TSM that differentiates into three spikelets at 


each rachis internode comprising one central spikelet (CS) and two lateral spikelets (LS). In 


two–rowed barleys, the CS is fully fertile, but the two LSs are either staminate or completely 


sterile. However, in six–rowed barleys all three spikelets are fully fertile and proceed to produce 


grains (Komatsuda et al., 2007). A major partition in barley germplasm is based on two– and 


six–rowed cultivars, which partly reflects breeding history in the past (Cockram et al., 2010). It 


has been hypothesized that barley was domesticated from two–rowed types found in wild barley 


(H. vulgare subsp. spontaneum) (Sakuma et al., 2011). The oldest known archeological barley 
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kernels date from 19,000 years ago derived from two–rowed types (Komatsuda et al., 2007), six–


rowed barleys first appeared 8800 ‐ 8000 years ago indicative of the earlier domestication of 


two–rowed barley. 


The barley row–type is regulated by five known genetic loci that include Six–rowed spike 1 


(vrs1), vrs2, vrs3, vrs4, and intermedium–c (int–c) (Table 1-1). All of the five loci display 


clearly distinguishable spike phenotypes (Figure 1.3.1). In cultivated barleys, the six–rowed 


spike types arose by loss–of–function mutations in Vrs1 (2HL). Vrs1 encodes a Class I 


homeodomain–leucine zipper (HD–Zip) transcription factor (HvHOX1) that functions as a 


negative regulator of LS development (Komatsuda et al., 2007). The loss–of–function, mutant 


vrs1.a allele, promotes LS fertility resulting in a complete six–rowed phenotype, the wild type, 


Vrs1.b, functions as a negative regulator of LS fertility and produces a two–rowed phenotype. 


Consistent with this, Vrs1 is highly expressed in the two LSs. It had been proposed that Vrs1 


gene arose after duplication of a closely related HD–Zip I paralog, HvHOX2 (2HS) which has a 


global expression pattern. Followed by gene duplication, the HvHOX1 (Vrs1) has acquired 


unique expression pattern in LSs and neofunctionalized to suppress LS fertility in barley 


(Sakuma et al., 2010). 


Table 1-1. Barley vrs loci, their occurrence and chromosomal location. 


Locus  Occurrence Location Study 


vrs1 Natural alleles; Induced 


mutants 


2HL Komatsuda et al., 2007  


vrs2 Induced mutant; Natural 


alleles 


5HL Youssef et al., 


unpublished 


vrs3 Induced mutants; Natural 


alleles 


1HS Bull et al., unpublished 


vrs4 Induced mutants 3HS Koppolu et al., 2013 


int–c (vrs5)  Natural alleles; Induced 


mutants 


4HS Ramsay et al., 2011 
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Mutation research revealed that the LS fertility in two–rowed barleys (Vrs1.b allele) can be 


modified by up to ten independent intermedium genes distributed across the barley genome, 


which when homozygous, generate either partial or complete six–rowed phenotype (Lundqvist 


and Lundqvist, 1988). One such locus includes int–c (4HS), which has been associated with 


natural quantitative variation for row–type (Lundqvist et al., 1997). The gene underlying int–c 


encodes a barley ortholog of maize TEOSINTE BRANCHED1, HvTB1 (Ramsay et al., 2011). 


Alleles at the int–c locus modify the LS fertility with respect to allelic constitution at Vrs1. The 


int–c.b allele is generally found in two–rowed barleys (Vrs1.b), where it inhibits floral organ 


development in LSs, while its presence in six–rowed barleys (vrs1.a) results in reduced LSs. The 


Int–c.a allele, however, is present in six–rowed barleys (vrs1), but Int-c.a in two-rowed barley 


produces partially fertile LSs, resulting in an intermediate phenotype between two– and six–


rowed barleys termed intermedium spike phenotype (Ramsay et al., 2012). The other barley row–


type loci, are currently being investigated; vrs2 (Youssef et al., unpublished), vrs3 (Bull et al., 


unpublished) for the underlying genes and their interaction with known row–type loci. The 


genetic and molecular characterization of vrs4 is the subject of present thesis. 


 


A B C               D               E                F
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Figure 1.3.1. Spike morphology of different vrs loci. 


(A) Two-rowed spike (Vrs1) with fertile central spikelets (CS) and sterile lateral spikelets (LSs), (B) Six-


rowed spike 1 (vrs1) with completely fertile CS and LSs, (C) Six-rowed spike 2 (vrs2): LS fertility 


observed at the spike base with occasional additional spikelets (AS, may be fertile or sterile, AS are 


presented in light green color); along the spike, LS are occasionally enlarged and set seed, (D) Six-rowed 


spike 3 (vrs3): spike base appears two-rowed, and the remaining portion appears six-rowed, (E) Six-


rowed spike 4 (vrs4): spikelet fertility is similar to vrs1, with frequent awn bearing ASs (light green 


colored), (F) intermedium-c (int-c): LSs are enlarged, set seed, which are usually smaller than the LSs of 


vrs1, LSs do not bear awns.  


1.3.2. Control of spikelet meristem identity and spike branching 


Unlike the inflorescences of rice, sorghum, and maize, where the spikelets are produced after 


multiple rounds of branching, the spikelets in barley are produced directly on the branchless 


inflorescence axis (rachis), (Figure 1.3.2.A). Inflorescence branching in barley is thus 


genetically suppressed; one prominent feature characteristic of barley and other Triticeae species. 


In barley a group of mutants called compositum (com) show non–canonical inflorescence 


branching (Figure 1.3.2.B, and C) and have been identified after induced mutagenesis 


(Franckowiak and Lundqvist, 2011). The mutant loci in this group include at least com1 (5HL) 


and com2 (2HS) (Bossinger et al., 1992). Thus, the wild type alleles at these two loci appear to 


actively suppress branching and may specify SM identity and determinacy. Even though the 


underlying candidate gene for com2 has not been cloned yet, linkage mapping and comparative 


genomic analyses indicated maize BD1/rice FZP as the most likely candidate underlying com2 


(Rossini et al., 2006). The other branching regulator com1 is currently being positionally cloned 


on 5HL (Poursarebani et al., unpublished). Spike branching is also evident in vrs4 mutants, 


which show proliferation of additional spikelets and florets from both central and lateral 


spikelets (Forster et al., 2007; Koppolu et al., 2013). The other spike mutant showing ramified 


inflorescence features is lethal rattail (rtt) mutant (Figure 1.3.2.D and E). Spike ramifications 
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along the whole spike result in a more severe branching in rtt mutants with no seeds being set 


causing complete sterility (Robertson, 1967). 


 


Figure 1.3.2. Spike phenotypes of compositum and rattail mutants. 


(A) Wild-type spike without spike branching. (B) compositum1 mutant (int-h.42) showing spike 


branching at the base of the spike. Picture kindly provided by Dr. Helmy Youssef (C) compositum2 


mutant (com2.g) showing spike branching. Picture kindly provided by Dr. Udda Lundqvist. (D) Immature 


wild-type spike (six-rowed) at awn primordium stage without branching. (E) Immature spike of barley 


rattail mutant showing highly branched spike. The individual spikelets in rattail mutants are transformed 


into a large number of inflorescence meristems, which fail to differentiate into next order meristems. 


1.3.3. Control of rachis internode elongation and spike density 


Length of the rachis internode between two spikelet ridges dictates spike density. Based on 


rachis internode length spikes were classified into two groups: compact spikes with shortened 


rachis internodes and lax spikes with longer rachis internodes (Figure 1.3.3.A, B, and C). The 


compact spike phenotype is evident in several induced mutants, which include erectoides (ert), 


dense spike (dsp), brachytic (brh), uzu1 (semi–brachytic), pyramidatum1 (pyr1) and Zeocriton 


(Zeo) loci (Forster et al., 2007; Shahinnia et al., 2012), all of them show defects in rachis 


internode elongation (Figure 1.3.3.B). Despite the abundance of mutants affecting this trait very 


A B C D E
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few loci have been isolated, which include uzu1 and Zeo1. The uzu1 gene, encodes HvBRI1, a 


putative brassinosteroid receptor, reflecting the link between spike density and hormonal 


signaling (Chono et al., 2003). Recently, Houston et al. (2013) elucidated that the highly 


compact spike phenotype of Zeo1 is governed by mRNA turnover of HvAP2, which is targeted 


by miR172 microRNA. The mutations in HvAP2 binding sites of miR172 perturb the miRNA 


directed cleavage, resulting in high turnover of HvAP2 mRNA leading to a compact spike 


phenotype. The dsp.ar mutation was recently fine–mapped to a 0.37 cM interval in the 


centromeric region of chromosome 7H and may represent an allele of the dps1 locus (Taketa et 


al., 2011; Shahinnia et al., 2012). 


The extreme lax phenotype known as accordion rachis in barley is characterized by lax spikes 


with elongated rachis internodes (Figure 1.3.3.C) and is controlled by three interacting loci, the 


recessive accordion rachis1 (acr1–2HL) and two incompletely dominant loci, Acr2 (4HL) and 


Acr3 (1HL). The acr phenotype can also be induced ectopically by expressing two barley 


MADS1 SVP–like (Short Vegetative Phase) genes BM1 and BM10 (Trevaskis et al., 2007). 


1.3.4. Control of glume development 


In barley spikelets are subtended by two empty bracts known as glumes. In a special class of 


glume mutants, which includes third outer glume1 (trd1 - 1HL), bract development is 


derepressed and an additional leaf-like glume is seen subtending the central spikelets in the basal 


region of the spike [(Houston et al., 2012), (Figure 1.3.4.A and B)]. The Trd1 gene encodes a 


GATA–zinc finger transcription factor required for bract suppression. Orthologous rice 


neckleaf1 (nec1) and maize tassel sheath1 (tsh1) show analogous bract derepression phenotypes, 
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suggesting the existence of a conserved mechanism for bract repression in the grass family 


(Whipple et al., 2010). 


  


 


 


 


 


 


 


1.3.5. Control of lodicule and stamen development 


Lodicule development in barley is under the control of Cleistogamous1 (Cly1) gene. The Cly1 


gene underlies HvAP2, regulated by miR172 (Nair et al., 2010). The mRNA turnover of HvAP2 is 


inversely proportional to lodicule development. In cleistogamous spikes [(recessive cly1 – closed 


spikelets with concealed anthers), (Figure 1.3.5.B)] the miR172 binding site of HvAP2 is 


perturbed resulting in abundant HvAP2 mRNA, which subsequently represses lodicule 


development (Figure 1.3.5.D). In contrast, the miR172 down-regulates mRNA turnover of 


HvAP2 in chasmogamous spikes (Figure 1.3.5.A), [(dominant Cly1 – open spikelets with anthers 


A B C


Figure 1.3.4. Barley third outer glume (trd) 


phenotype. 


Figure adapted from Whipple et al. (2010). 


(A) Wild-type barley spike. (B) trd1 mutant 


showing development of enlarged additional 


glume apart from the basic set of two glumes. 


Figure 1.3.3. Phenotypes of dense spike (dsp) 


and laxatum (lax) mutants. 


(A) Wild type spike. (B) dense spike with 


reduced rachis internode length between 


spikelets compared to WT. (C) lax spike with 


increased rachis internode length between 


spikelets.  


 


BA
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exerted out)] promoting lodicule development (Figure 1.3.5.C), lemma and palea are pushed 


apart opening the spikelets. In lax–a mutant the lodicule is converted into two stamens totaling to 


five stamens per spikelet. The phenotype indicates that the gene underlying lax–a mutation 


controls both lodicule and stamen development. The genetic elucidation of lax–a currently is an 


ongoing study (Jost et al., unpublished). 


 


 


1.3.6. Control of lemma and awn development 


In barley and other cereals awns play an important role in seed dispersal (Elbaum et al., 2007) 


and contribute significantly to grain filling and yield (Taketa et al., 2011). Several mutants that 


show defects in lemma and awn development are available, including Awnless1 (Lks1), which 


does not produce awns, short awn (lks2, lks5) and alleles of breviaristatum (ari), which show 


reduced awn length.  Other loci affecting lemma–awn development include Hooded (Kap1), and 


calcaroides (cal–b, cal–c, cal–d, cal–e), subjacent hood 1 (sbk1), leafy lemma1 (lel1) and triple 


awned lemma (trp1) (Pozzi et al., 2000; Druka et al., 2011; Franckowiak and Lundqvist, 2011). 


A B


C D


Figure 1.3.5. Phenotypes of cleistogamous and     


chasmogamous barley spikes. 


Figure adapted from Nair et al. (2010). (A) Chasmogamous 


spike with open spikelets and anthers exerted out. (B) 


Cleistogamous spike with closed spikelets. (C) Swollen 


lodicules of a chasmogamous spikelet. (D) Shrunken lodicules 


of a cleistogamous spikelet. 
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Among all these only two of the loci have been isolated     Hooded and lks2. In Hooded mutants 


the distal end of the lemma is converted into an ectopic FM and consequently an epiphyllous 


floret (“hood”) develops instead of the awn. Hooded phenotype is seen because of a dominant 


mutation in barley KNOTTED-LIKE homeobox gene (KNOX), BKN3 (Muller et al., 1995). A 


305 bp duplication in intron IV of BKN3 is responsible for the hooded phenotype. The lks2 has 


been positionally cloned and identified as a SHORT INTERNODES (SHI) family transcription 


factor (Yuo et al., 2012). 


 


 


1.3.7. Control of caryopsis type 


In grasses, the grain bearing spikelets are termed caryopses at physiological maturity. The lemma 


and palea adhere to the seed pericarp firmly and forms the seed hull. The typical caryopses with 


adhering hulls are known as covered/hulled barley. However, a variant with non–adhering hulls 


is available in natural variation known as naked/hull less barley. The covered/naked caryopsis in 


barley is controlled by a single locus naked caryopsis (nud) on 7HL. Nud encodes an ERF 


Figure 1.3.6. Spike phenotype of Hooded (Kap) 


barley. 


The Hooded spike (elevated hood, allele Ke, left) 


showing transformation of lemma awn into an 


epiphyllous floret, compared with the wild type 


spike (right) showing normal development of 


awns. Picture was kindly provided by Prof. 


Antonio Micheles Stanca. 
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transcription factor which regulates lipid deposition on the epidermis of pericarp in covered 


barleys (Nud); whereas in naked barleys (nud) the lipid deposition is impaired resulting in free 


threshing habit (Taketa et al., 2008). 


 


Figure 1.3.7. Kernel and spike phenotypes of hulled and hull less barley. 


Figure adapted from Taketa et al. 2008. Morphology of covered (Nud) and naked (nud) barley. (A) 


Mature caryopses of covered (left two kernels) and naked (right two kernels) barley. In each pair of 


kernels, dorsal (Left) and ventral (Right) sides are shown. (B) Part of a mature spike of covered (Left) and 


naked (Right) barley. 


1.4. Genomics resources for gene cloning in barley 


The genetic determinants (genes) underlying various plant developmental processes, biotic and 


abiotic stress responses are of high agronomic importance. Usage of such novel genes in 


breeding programmes to improve crop yields is necessary to mitigate the ever increasing demand 


for the food supplies arising from population growth and erratic nature of climate change. For the 


precise gene identification and functional characterization in a species like barley with large 


genome [(5.1 gigabases, (Gb)], availability of adequate genetic and genomic resources is highly 


essential. Among all of the Triticeae species, barley encompasses a very rich collection of 


genetic and genomic resources which aid in gene isolation by approaches like conventional map–


based cloning (Stein et al., 2005; Komatsuda et al., 2007; Sutton et al., 2007; Taketa et al., 2008; 


A B
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Nair et al., 2010; Yuo et al., 2012) and modern day Genome–Wide Association Studies (GWAS) 


(Ramsay et al., 2011; Comadran et al., 2012; Houston et al., 2013). In the recent past, a multitude 


of genomics resources became available to the barley research community, the details of which 


are briefly described in the following sections. 


1.4.1. Structural genomics tools 


1.4.1.1. ESTs and FLcDNAs 


Expressed Sequence Tags (EST) and Full Length cDNA (FLcDNA) sequences represent a 


valuable source to identify spatial expression pattern of genes and also to derive gene based 


markers. A large number of ESTs derived from different plant tissues are available for barley. As 


of November 2013, 537,449 ESTs are available in GenBank (http://www.ncbi.nlm.nih.gov/). 


FLcDNAs which represent the entire mRNA including 5’ and 3’ UTRs (UnTranslated Regions) 


are more informative over short EST reads. A comprehensive set of 25,000 FLcDNAs 


(http://www.schigen.nig.sc.jp/barley/) were developed and anchored to the already mapped ESTs 


on seven barley chromosomes (Sato et al., 2009). These FLcDNAs are useful for gene prediction 


and estimation of Open Reading Frames (ORFs). 


1.4.1.2. BAC libraries 


Large insert genomic DNA libraries form the basis for gene discovery in map–based gene 


isolation projects (Schulte et al., 2011). Until today nine large insert Bacterial Artificial 


Chromosome (BAC) libraries are publicly available for barley research community, six of them 


were derived from Morex (Schulte et al., 2011; Yu et al., 2000), one from Haruna Nijo (Saisho et 


al., 2007), one from Cebada Capa (Isidore et al., 2005) and the other from a double haploid line 


CS134 (Clipper × Sahara 3771) (Shi et al., 2010). The Morex (Yu et al., 2000), Haruna Nijo, 
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Cebada Capa, and CS134 BAC libraries constitute 6.3, 6.6, 6.0, and 4.9 fold genome coverage, 


respectively, with an average insert size ranging from 106 kb to 140 kb. The five Morex BAC 


libraries reported in Schulte et al. (2011) cover 25 fold genome coverage with an average insert 


size ranging from 92 kb to 143 kb among different libraries. 


1.4.1.3. Genetic and physical maps 


A robust genetic map is the starting point for a good physical map (Poursarebani, 2012), which 


in turn is crucial for identification of physical contigs harboring genes of interest in positional 


cloning studies. Over the past two decades many genetic linkage maps became available based 


on different marker systems, including RFLPs (Graner et al., 1991; Kleinhofs et al., 1993), SSRs 


(Varshney et al., 2006), DArTs (Wenzl et al., 2006), ESTs (Stein et al., 2007; Potokina et al., 


2008), SNPs (Rostoks et al., 2005; Close et al., 2009; Sato et al., 2009), SFPs (Luo et al., 2007) 


and a combination of different marker systems (Hearnden et al., 2007; Marcel et al., 2007). 


Recently, barley genome zippers were developed by positioning the gene-based barley 454 


sequence reads which are in synteny with the genes of rice, Brachypodium, and Sorghum (Mayer 


et al., 2011). The syntenic 454 reads were positioned in between the gene-based SNP markers 


reported in the consensus map developed by Close et al. (2009). By this a total of 27,581 


syntenic barley genes with rice, Brachypodium and Sorghum were positioned onto this genetic 


map representing a putative linear gene order on seven barley chromosomes. This served as an 


excellent genomic resource especially for the identification of syntenic genes and subsequent 


marker development in the vrs4 genetic interval (barley physical map was not available during 


this study). A whole genome shot gun assembly and barley physical map of 4.98 Gb with more 


than 3.9 Gb anchored to the high resolution genetic map was available at the end of 2012 (IBSC, 
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2012). The strictly ordered BAC-based physical contigs along the seven chromosomes will 


simplify future map–based cloning procedures. 


1.4.1.4. Gene expression arrays 


The global gene expression evaluation is possible with the advent of microarray technology, 


where thousands of genes can be spotted on a single chip and evaluated simultaneously in one 


experiment. Microarrays have been proven to be useful for gene expression profiling, 


identification of gene regulatory networks, comparative genomic hybridization, SNP detection 


and many other applications (Hoheisel, 2006; Miller and Tang, 2009). Utilizing publicly 


available EST sequences, a 22 K barley microarray, which is well known as Barley 1 Genechip 


(Affymetrics), was developed (Close et al., 2004). This was developed using sequence 


information available from 350,000 ESTs from a range of tissues and genotypes representing 


21,439 barley genes. Later on this chip was used for providing barley reference gene expression 


data set (Druka et al., 2006), mRNA expression profiling of tissues subjected to biotic (Caldo et 


al., 2004; Boddu et al., 2006; Caldo et al., 2006; Zhang et al., 2008) and abiotic stresses (Walia et 


al., 2007; Tommasini et al., 2008). The applicability of Barley 1 Gene chip in gene cloning was 


proven with the identification of Rpr1, a suppressor of barley stem rust resistance gene Rpg1 


(Zhang et al., 2006). Later Agilent technologies introduced custom microarray platform which 


allowed studying 240,000 genes in one experiment. Currently two 44K (Druka et al., 2010) and 


one 60 K (Sreenivasulu et al., unpublished) custom Agilent microarrays have been designed for 


barley. 
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1.4.1.5. Barley whole exome capture 


Based on predicted genes from the genome assembly of barley cultivar Morex and publicly 


available FLcDNAs, an in–solution hybridization–based sequence capture platform that is 


selectively enriched for a 61.6 Mb of barley coding sequence was developed recently (Mascher 


et al., 2013). This platform provides a highly specific capture of targeted exonic sequences of 


barley genome, reducing the complexity of 5.1 Gb barley genome by several folds. This resource 


is particularly useful for applications including gene cloning and expression profiling. 


1.4.2. Functional genomics tools 


1.4.2.1. Forward genetic tools 


Barley has been the subject of mutation research starting from 1928 which provided the raw 


material for forward genetic approaches (Lundqvist, 2009). Over the decades many researchers 


have collected and characterized a large number of spontaneous and chemical/ionizing radiation 


induced mutants. The major categories of mutant phenotypes generated include: altered spikelet 


morphology, altered culm length, changes in growth type, leaf development, awn development, 


pigmentation, and resistance to powdery mildew, differences in chlorophyll development and 


many other physiological mutants (Scholz and Lehmann, 1961; Lundqvist, 2009). These mutants 


have been systematically maintained in geneticist and breeder collections at the National Small 


Grain Collection, Aberdeen, ID (http://www.ars.usda.gov/Main/docs.htm?docid=2922), IPK 


Genebank (not publicly available) and the Nordic Genetic Resource Center, Alnarp, Sweden 


(http://ace.untamo.net/) (Lundqvist and Franckowiak, 2003). Several of these mutants have been 


backcrossed to (BW001 to BW979) a near-isogenic background in the genotype Bowman 


(Franckowiak et al., 1985) making their functional evaluation less cumbersome. In a recent 
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effort, SNP genotyping of all Bowman backcrossed mutants using genic SNP markers was 


conducted, which delimited the genomic introgression responsible for the mutant phenotype 


(Druka et al., 2011). The historical mutant resources together with SNP introgression data would 


be a wonderful starting point for the functional studies and positional isolation of responsible 


gene/s in these mutants. 


1.4.2.2. Reverse genetic tools 


Once a candidate gene responsible for a particular phenotype is established, the functional 


validation of such gene is essential. Most of the historical barley developmental mutants 


identified in the past have more than one mutant allele by which the underlying gene function 


can be validated. However, for genes being isolated by conventional bi–parental genetic analyses 


or GWAS, and for those mutants lacking enough number of mutant alleles, it is necessary to 


validate identified gene candidates using reverse genetic approaches such as TILLING 


(Targeting Induced Local Lesions IN Genomes) or transgenics. As of today, four different 


TILLING populations are available for barley. These include (i.) TILLMore, a sodium azide 


induced six–rowed TILLING population from Morex (Talamè et al., 2008). This population 


constitutes 4906 M3/4 families, with a mutation density of one SNP per each 374 kb. (ii.) Two–


rowed EMS (Ethyl Methyl Sulfonate) induced Barke TILLING population currently represents 


the largest TILLING population with 10,279 M2 lines (Gottwald et al., 2009). The mutation load 


is one mutation per 0.5 kb. The other two unpublished resources include EMS-induced TILLING 


lines from two–rowed cultivars Optic (1–5 SNPs per 1.0 Mb approximately; Waugh et al., 


unpublished) and Haruna Nijo (Sato et al., unpublished). Such a mutation load in these 


populations will enable functional evaluation of genes in mutants of interest. 
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Testing genes of interest by transgenics is a common functional genetics approach (Hensel et al., 


2011). Several transgenic approaches were established for barley by which a preferred gene can 


be complemented, down-regulated, knocked–out or over-expressed. Complementation is a 


straight forward approach by which a mutated gene can be complemented by the functional wild-


type form of the gene. The quantitative effect of a gene can be analyzed through approaches like 


RNA interference (RNAi), Virus Induced Gene Silencing (VIGS) (Holzberg et al., 2002; Hein et 


al., 2005), which function through homology–dependant post–transcriptional gene silencing. 


However, these approaches suffer from potential off–target effects (gene family members). This 


problem can be circumvented through a recent technology called Transcriptional Activator–Like 


Effector Nucleases (TALENs), which allows sequence specific in planta gene targeting with 


typically no off–target effects in the genetic background of the host genome (Boch et al., 2009; 


Joung and Sander, 2013; Zhang et al., 2013b). This technology has already been proven 


successful in barley (Gurushidze et al.; Wendt et al., 2013). 


The comprehensive set of available genetic and genomic resources discussed will be useful to 


isolate and characterize genetic determinants underlying various developmental processes in 


barley. A list of such genes identified responsible for plant development, pathogen resistance and 


physiological responses in barley with the help of available genetic and genomic resources is 


given in Table 1-2. 
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              Table 1-2. Gene cloning and characterization in barley. 


Locus name Chromosome Gene Function   References  Approach 


lks2 7HL SHI TF Awn length (Yuo et al., 2012) Map–based cloning 


Kap 4HS BKN3 Awn & lemma development (Muller et al., 1995) Homology based on maize 


trd1 1HL GATA TF Bract growth (Whipple et al., 2010) Map–based cloning 
eam8 1HL HvELF3 Flowering time (Faure et al., 2012; 


Zakhrabekova et al., 2012) 


Map–based cloning 


eam10 3HL HvLUX Flowering time (Campoli et al., 2013; 
Gawroński et al., 2014) 


Mutant analysis 


eps2 2H HvCEN Flowering time (Comadran et al., 2012) Genome wide association 


zeo1 2HL HvAP2 TF – miR172 Rachis internode elongation (Houston et al., 2013) Genome wide association 
uzu 3HL HvBRI1 Plant height (Chono et al., 2003) Homology approaches with rice 


ncl1 1H CNGC4 Programmed cell death (Rostoks et al., 2006) Homology based on Arabidopsis 


Bot1 4HL Boron efflux transporter Boron toxicity tolerance (Sutton et al., 2007) Map–based cloning 
HvNIP2 6HL HvNIP2;1 aquaporin Boron toxicity tolerance (Schnurbusch et al., 2010) Map–based cloning 


HvAACT1 4H Citrate transporter Aluminium toxicity tolerance (Furukawa et al., 2007) Map–based cloning 


Rpg4 4H NBS–LRR, ST kinase Stem rust resistance (Brueggeman et al., 2008) Map–based cloning 
Rpg5 4H Transmembrane protein Stem rust resistance (Brueggeman et al., 2008) Map–based cloning 


Vrn–H1 5HL MADS box TF Growth habit (Yan et al., 2003) Homology based on wheat 


Vrn–H2 5H ZCCT TF Growth habit (Yan et al., 2004) Homology based on wheat 
Vrn–H3 7HS HvFT1 Growth habit (Yan et al., 2006) Homology based on wheat 


Ppd–H1 2HS Pseudo response regulator Day length & flowering (Turner et al., 2005) Map–based cloning 


vrs1 2HL HvHOX1 TF Row–type (Komatsuda et al., 2007) Map–based cloning 
vrs4 3HS HvRA2 TF Row–type (Koppolu et al., 2013) Map–based cloning 


int–c 4HS HvTB1 TF Row–type (Ramsay et al., 2011) Genome wide association 


cly1 2HL HvAP2, miR172 Lodicule development  (Nair et al., 2010) Map–based cloning 
nud 7HL ERF TF Hull adhesion to grain (Taketa et al., 2008) Map–based cloning 


Mla 1H CC–NBS–LRR  Powdery mildew resistance (Wei et al., 1999) Map–based cloning 
mlo 4HL Trans membrane protein Powdery mildew resistance (Buschges et al., 1997) Map–based cloning 


Rpg1 1HL Receptor kinase–like Stem rust resistance (Brueggeman et al., 2002) Map–based cloning 


rym4/rym5 3HL HvelF–4E  BYMV & BMMV resistance (Stein et al., 2005) Map–based cloning 
Ror2 5HL Syntaxin Powdery mildew resistance (Collins et al., 2003) Map–based cloning 


Rar1 2H Zinc binding protein Powdery mildew resistance (Shirasu et al., 1999) Map–based cloning 


 


Locus symbols: lks: short awn; Kap: Hooded lemma; trd: third outer glume: eam: early maturatum; eps: earliness perse; zeo: zeochriton; uzu: semi brachytic; Bot: boron toxicity tolerance; Rpg: 


resistance to Puccinia graminis; Vrn: vernalization response; Ppd-H1: Photoperiod-H1; vrs: Six-rowed spike; int: intermedium; cly: cleistogamous; nud: naked caryopsis; Mla: Mildew 


resistance locus a ; mlo: mildew resistance locus o ; rym: resistance to yello mosaic virus; ror: required for mlo-specified resistance; rar: required for mla-specified resistance.  


 


Gene names: SHI: SHORT INTERNODES; BKN3: BARLEY KNOTTED3; ELF3: ELONGATION FACTOR3; LUX: LUX ARHYTHMO; CEN: CENTRORADIALIS; AP2:APETALA2; BRI1: 


BRASSINISTEROID INSENSITIVE1; CNGC4: CYCLIC NUCLEOTIDE-GATED ION CHANNEL4; NIP2: NODULIN-26-LIKE INTRINSIC PROTEIN ; AACT1: ACETOACETYL-COA THIOLASE1;  


NBS-LRR: NUCLEOTIDE-BINDING SITE LEUCINE-RICH REPEAT; MADS: MCM1, AG, DEFA, and SERUM RESPONSE FACTOR [(SRF)]; ZCCT1: CO, CO-LIKE, and TOC1; FT1: FLOWERING 


TIME LOCUS1; HOX1: HOMEOBOX; RA2: RAMOSA2; TB1: TEOSINTE BRANCHED1; ERF: ETHELENE RESPONSE FACTOR; ELF-4E: ELONGATION FACTOR 4E. 
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1.5. Aims of the present thesis 


Compared to the model grass species rice and maize, the genetic regulation of inflorescence 


development in barley is poorly understood, especially the knowledge on early developmental 


changes that shape the inflorescence architecture is very limited. This is clearly evident from the 


gene cloning studies undertaken in the past, which mainly focused on spikelet fertility, flowering 


habit, lodicule, and awn development (Muller et al., 1995; Turner et al., 2005; Komatsuda et al., 


2007; Taketa et al., 2008; Nair et al., 2010; Ramsay et al., 2011; Comadran et al., 2012; Faure et 


al., 2012; Yuo et al., 2012; Zakhrabekova et al., 2012; Campoli et al., 2013; Houston et al., 2013; 


Gawroński et al., 2014). Interestingly the barley row-type mutant Six-rowed spike 4 (vrs4) shows 


visible aberrations in spikelet/floret development along with lateral spikelet fertility as seen in 


mutants of other row-type loci. Hence, the present study was undertaken with a broader aim of 


identifying the genetic regulator that shapes the spikelet development and lateral spikelet fertility 


in vrs4.  The major objectives of the present study include, 


1. Detailed phenotypic analysis of spikelet/floret meristem identity and development at 


different pre–anthesis (microscopic) and post–anthesis (macroscopic) spike 


developmental phases in vrs4 mutants in comparison to their progenitors. 


2. Molecular marker mapping of vrs4 introgression in F2 mapping populations (initial rough 


scale mapping to localize the vrs4 introgression on 3H chromosome followed by fine 


scale high resolution mapping using a larger mapping population.) 


3. Establishment of barley physical BAC contig harboring the vrs4 candidate gene. 


4. Validation of vrs4 candidate gene in allelic mutants. Quantification of vrs4 expression 


using qRT–PCR and global transcript expression profiling of vrs4 mutants and wild types 


using microarray to identify potential down–stream gene targets of vrs4. 
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2.0. Materials and Methods 


2.1. Plant materials and growing conditions 


2.1.1. Spike phenotype analysis 


Three vrs4 mutant genotypes that include two Bowman backcross derived lines BW–NIL(vrs.4k) 


[BW903], and BW–NIL(mul1.a) [BW606], the WTs Bowman were studied to characterize early 


inflorescence development (pre–anthesis developmental stages). The genotypes BW–


NIL(vrs.4k), BW–NIL(mul1.a) and Bowman were grown in pots (14 cm diameter) under green 


house conditions (16 hours light, 18 °C and 8 hours dark, 14 °C.)  


2.1.2. F2 mapping populations 


Two F2 mapping populations were generated by crossing mutant parent BW–NIL(vrs.4k) with 


two–rowed parents Golden Promise [BW–NIL(vrs4.k) × Golden Promise] and Barke [Barke × 


BW–NIL(vrs4.k)]. For mapping the vrs4 locus, initially 94 segregating F2 plants from each 


mapping population were evaluated, and for further high resolution mapping recombinant plants 


from 1000 segregating F2 plants from the BW–NIL(vrs4.k) × Golden Promise mapping 


population were utilized. The F2 plants were grown in pots (14 cm diameter) under green house 


conditions (16 hours light, 18 °C and 8 hours dark, 14 °C.) 


2.1.3. Allelic vrs4 mutants 


Fifteen allelic vrs4 mutants were obtained from Dr. Udda Lundqvist, Nordic Genetic Resources 


Center, Sweden, and three other allelic vrs4 mutants were obtained from United States 


Department of Agriculture (USDA–ARS), USA. Two additional vrs4 mutants were obtained 


from the Scholz mutant collection, IPK Genebank, Germany. Three vrs4 mutants (int-e.23, int-


e.128, and vrs4.l were grown under field conditions at NIAS, Tsukuba, Japan by our collaborator 
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Dr. Takao Komatsuda). The remaining mutant genotypes were grown in pots (14 cm diameter) 


under greenhouse conditions (16 hours light, 18 °C and 8 hours dark, 14 °C). A detailed 


description for these mutants is given in Table 2-1.  


 Table 2-1. vrs4 mutant allele descriptions. 
# Mutant allele Progenitor Background/ 


corresponding Vrs1 allele 


Mutagen Mapping study 


1 int-e.4 Bonus Bonus/Vrs1.b3 Neutrons Lundqvist, 1991 


2 int-e.20 Foma Foma/Vrs1.b3 Neutrons Lundqvist, 1991 


3 int-e.23 Foma Foma/Vrs1.b3 Propyl Methane 


Sulfonate 


Lundqvist, 1991 


4 int-e.26 Foma Foma/Vrs1.b3 Neutrons + Ethyl 


Methane Sulfonate 


Lundqvist, 1991 


5 BW-NIL(int-e.58) Kristina Bowman/Vrs1.b3 Ethyl Methane 


Sulfonate 


Lundqvist, 1991 


Druka et al., 2011 


6 int-e.65 Bonus Bonus/Vrs1.b3 Sodium Azide Lundqvist, 1991 


7 int-e.66 Kristina Kristina/Vrs1.b3 Ethyl Methane 


Sulfonate 


Lundqvist, 1991 


8 int-e.72 Bonus Bonus/Vrs1.b3 X-rays Unpublished 


9 int-e.87 Bonus Bonus/Vrs1.b3 Sodium Azide Unpublished 


10 int-e.89 Hege Hege/Vrs1.b Sodium Azide Unpublished 


11 int-e.90 Hege Hege/Vrs1.b Sodium Azide Unpublished 


12 int-e.91 Hege Hege/Vrs1.b Sodium Azide Unpublished 


13 int-e.92 Hege Hege/Vrs1.b Sodium Azide Unpublished 


14 int-e.101 Hege Hege/Vrs1.b Sodium Azide Unpublished 


15 int-e.128 Foma Foma/Vrs1.b3 X-rays Unpublished 


16 BW-NIL(vrs4.k) MFB104 Bowman/Vrs1.b3 Gamma rays Fukuyama et al.; 


Druka et al., 2011 


17 BW-NIL(mul1.a) Montcalm Bowman/Vrs1.b3 Gamma rays Kasha & Walker; 


Druka et al., 2011 


18 vrs4.l (syn. Xc 41.5)  Piroline Piroline/Vrs1.b X-rays Fukuyama et al., 


19 MHOR318 Ackermann’s 


Donaria 


Ackermann’s 


Donaria/Vrs1.b 


X-rays Unpublished 


20 MHOR345 Heine’s Haisa Heine’s Haisa/Vrs1.b3  X-rays Unpublished 


 


2.1.4. Vrs4 candidate gene re-sequencing 


For re-sequencing of Vrs4 candidate gene and haplotype analysis 77 diverse barley genotypes 


were used. Of the 77 accessions, 59 represent GENOBAR collection (out of a total of 224 


GENOBAR accessions), were obtained from Dr. B. Kilian, IPK whereas the remaining 18 
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diverse accessions were obtained from IPK Genebank, Germany. These 77 accessions 


represented a broader geographic range and consisted of two-rowed (38 accessions), six-rowed 


(34 accessions), labile (two accessions) and three unknown accessions. The genotypes used for 


re-sequencing were grown in pots (14 cm diameter) under green house conditions (16 hours 


light, 18 °C and 8 hours dark, 14 °C). 


2.1.5. Microarray and qRT–PCR analyses 


Two vrs4 deletion mutants MHOR 318, MHOR 345 and their respective progenitors 


Ackermann’s Donaria (AD) and Heine’s Haisa (HH) were utilized for microarray analysis. The 


differentially regulated gene transcripts identified from the microarray analysis were confirmed 


by conducting qRT–PCR with the same samples. The relative expression of Vrs4 candidate gene 


was analyzed in genotypes BW–NIL(vrs.4k), MHOR 318, MHOR 345 and their respective WTs 


Bowman, AD and HH by qRT–PCR. In case of MHOR 318, MHOR 345 and their respective 


progenitors Ackermann’s Donaria (AD) and Heine’s Haisa (HH), three plants/pot (20 cm 


diameter) were grown under phytochamber conditions (light conditions: 12 h/12 h day and night; 


temperature: 12 °C during day and 7 °C during night). The remaining genotypes [(BW–


NIL(vrs.4k) and Bowman)] used for qRT-PCR analyses were grown under green house 


conditions (16 hours light, 18 °C and 8 hours dark, 14 °C) in 96-well planting trays. 


2.1.6. Metabolite analysis 


The vrs4 mutant genotypes BW–NIL(vrs.4k), BW–NIL(mul1.a), MHOR 318; MHOR 345 and 


their respective WTs Bowman, AD and HH were analyzed to compare the metabolite 


concentrations. Three plants/pot (20 cm diameter) were grown under greenhouse conditions (16 


hours light, 18 °C and 8 hours dark, 14 °C). 
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2.2. DNA preparation 


For DNA preparation, leaf samples at three leaf stage were collected from the genotypes used in 


the present study (94, F2 plants from each of the two mapping populations, 1000 F2 plants used 


as fine mapping population from vrs4.k × Golden Promise, 20 vrs4 mutant alleles, respective 


WTs and 77 diverse barley genotypes used for candidate gene re-sequencing and haplotype 


analysis). DNA was prepared using a modified Doyle and Doyle’s protocol (Doyle and Doyle, 


1990). 


2.3. Genetic linkage and physical mapping of vrs4 locus 


2.3.1 Molecular marker development 


For mapping vrs4 locus to a precise genomic location on barley 3H chromosome, initially 


VeraCode Golden Gate SNP (Single Nucleotide Polymorphism) genotyping assay was carried 


out with a custom made SNP set of 113 BOPA (Barley Oligonucleotide Pool Assay) markers 


(MAF≥0.2) that are reported to map at regular intervals along the 3H chromosome (Close et al., 


2009). Veracode SNP genotyping assay was carried out in a set of 94 segregating F2 individuals 


from BW–NIL(vrs4.k) × Golden Promise and  Barke × BW–NIL(vrs4.k) mapping populations. 


The raw SNP genotyping data obtained was analyzed for allele calling using the Genome studio 


software (Illumina). After establishing the initial mapping interval for Vrs4 locus with VeraCode 


SNP assay, the 3H barley genome zipper (Mayer et al., 2011) was used for further marker 


development in the defined vrs4 genomic interval. For CAPS (Cleaved Amplified Polymorphic 


Sequences) or INDEL (INsertion DELetion) based marker development the gene sequences from 


the syntenic interval in rice or Brachypodium were extracted from respective genome browser 


web servers (http://rice.plantbiology.msu.edu/cgi–bin/gbrowse/rice/ and  
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http://jbrowse.brachypodium.org/JBrowse.html). The obtained gene sequences were BLASTed 


against the IPK Barley BLAST server (http://webblast.ipk–gatersleben.de/barley/viroblast.php) 


to obtain orthologous barley sequences. SNP polymorphisms identified among the parents based 


on the primers designed from orthologous barley genes were converted to restriction enzyme 


based CAPS (Vincze et al., 2003) (http://tools.neb.com/NEBcutter2/) or dCAPS (Neff et al., 


2002) markers (http://helix.wustl.edu/dcaps/). A complete list of polymorphic BOPA SNP 


markers and CAPS or INDEL based markers identified in the two mapping populations [BW–


NIL(vrs4.k) × Golden Promise and  Barke × BW–NIL(vrs4.k)] is given in Supplementary 


Table 1a. 


2.3.2. Phenotyping of mapping populations 


The F2 plants from the two mapping populations BW–NIL(vrs4.k) × Golden Promise and  Barke 


× BW–NIL(vrs4.k) segregating at vrs4 locus were scored for the spike phenotype [either two–


rowed (conferred by wild type vrs4 allele from Golden promise or Barke or due to 


heterozygosity at Vrs4 locus) or six–rowed spikes with indeterminate TSM [conferred by mutant 


vrs4 allele derived from BW–NIL(vrs4.k) parent]. The parents BW–NIL(vrs4.k), Golden 


Promise, Barke, and BW–NIL(vrs4.k) were also grown alongside and studied for their spike 


phenotype 


2.3.3. Linkage analysis of genotypic and phenotypic data 


For the two mapping populations linkage analysis of segregation data obtained after genotyping 


of the polymorphic molecular markers together with phenotypic data was carried out using 


maximum likelihood algorithm implemented in Joinmap 3.0 (Van Ooijen and Voorrips, 2001). 
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The Kosambi mapping function was used to convert recombination fractions into map distances. 


The maps were drawn using map chart option in Joinmap 3.0. 


2.3.4. High resolution mapping 


For high resolution mapping within the Vrs4 genomic region, 1000 segregating F2 individuals 


from BW–NIL(vrs4.k) × Golden Promise population were screened with two closely linked 


CAPS markers Hv3717 and Hv45740 (separated by 7.5 cM interval in BW–NIL(vrs4.k) × 


Golden Promise population based on initial rough scale mapping). Only the recombinant 


individuals obtained from the segregating progeny within the defined marker interval were used 


for further marker genotyping and phenotyping studies. 


2.3.5. BAC sequencing, assembly, and annotation 


A single BAC (Bacterial Artificial Chromosome) contig spanning 1073 kb of the minimum tiling 


path (MTP) of barley chromosome 3H was obtained after screening the Morex BAC library with 


closely linked marker DQ327702. The 1073 kb BAC contig was shotgun sequenced using 454 


sequencing technology (Table 2-2) (Meyer et al., 2008). The sequences were assembled as 


previously described (Steuernagel et al., 2009). ORFs from the BAC sequences were predicted 


using Genescan web server (Burge and Karlin, 1997). The predicted ORFs were annotated using 


BLASTx function of the National Center for Biotechnology Information (NCBI). 
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Table 2-2. BAC clones sequenced in Vrs4 gene region on 3HS 
BAC Clone # BAC Clone name BAC length (Kb) 


1 HVVMRXALLeA0166J14 81 


2 HVVMRXALLmA0525L04 155 


3 HVVMRXALLrA0402J12 157 


4 HVVMRXALLmA0524F02 116 


5 HVVMRX83khA0179C14 94 


6 HVVMRXALLhC0084K10 69 


7 HVVMRXALLrA0075M21 49 


8 HVVMRXALhLB0083N17 83 


9 HVVMRX83KhA0016A06 69 


10 HVVMRXALhLB0066O05 100 


11 HVVMRXALLrA0390E03 120 


12 HVVMRXALLeA0100K09 145 


13 HVVMRXALLeA0170A17 98 


14 HVVMRXALLmA0292B07 138 


15 HVVMRXALLeA0349L07 111 


16 HVVMRXALLeA0332L11 95 


17 HVVMRXALLeA0217N06 138 


18 HVVMRXALLmA0279J11 122 


19 HVVMRXALLmA0260B08 105 


20 HVVMRXALLmA0383N08 95 


21 HVVMRXALLeA0271J13 111 


22 HVVMRXALLeA0253H10 88 


   


2.4. mRNA expression analyses 


2.4.1. RNA extraction 


Total RNA was extracted from immature barley spike tissues collected at double ridge, triple 


mound, glume primordium, lemma primordium, stamen primordium, and awn primordium stages 


using either PureLink® RNA Mini Kit (Ambion, life technologies) or RNAqueous®–Micro Kit 


(Ambion, life technologies). RNase–free DNase (Invitrogen) was used to remove genomic DNA 


contamination. The RNA integrity number [RIN–a scale given by Agilent technologies that 


ranges from zero (poor quality RNA) to 10 (high quality RNA)] values were measured using the 


Agilent Bioanalyzer (Agilent technologies). The RNA samples with a RIN value of 9.0 and 


above were used for qRT–PCR and microarray hybridizations. RNA concentrations were 


measured using NanoDrop UV–VIS spectrophotometer (Peqlab.) 
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2.4.2. Microarray hybridization and data analysis (Conducted in collaboration with the 


research group Abiotic Stress Genomics, AG SGN, IPK) 


By utilizing 50,000 consensus EST assembly (HarvEST) the research group Abiotic Stress 


Genomics, at IPK, Germany developed and synthesized multiple oligos for individual sequences, 


generated a 244 K microarray (Agilent Technologies). A pilot study was conducted to identify 


and omit oligos with potential for cross hybridization across gene family members from spike 


meristem tissues. Upon selecting oligos with best Agilent base composition score, a custom 


eArray was designed to generate 56 K Agilent barley microarray (60 K × 8 plex format). All 


unigene sets have been annotated and functionally classified into MapMan functional categories. 


RNAs isolated from spike meristems collected at glume, stamen and awn primordium stages 


from two vrs4 deletion mutants (MHOR 345 and MHOR 318) and respective wild–types AD and 


HH were used in the microarray hybridization experiments. For each spike developmental stage 


three technical replicates were used for array hybridizations that resulted in 36 total 


hybridizations.  The low input quick amp labeling kit for one–color microarray–based gene 


expression analysis was used for labeling of RNA samples (50ng) using Cyanine3 (Cy3) 


fluorescent dye (Agilent technologies). The labeled cRNA samples were subsequently purified 


using RNeasy mini spin columns (Qiagen). Quantity of cRNA was measured using NanoDrop, 


which was subsequently used to calculate the specific activity and yield of cRNA. 600 ng of 


Cy3–labeled, amplified cRNA with a specific activity of above six was used for subsequent 


hybridization following the steps of the one–color microarray–based gene expression analysis 


protocol (Agilent technologies). Hybridizations were carried out at 65 °C for 17 h. The slides 


were washed and scanned at a high resolution of 2 microns using Agilent DNA Microarray 


Scanner G2565CA (Agilent). The resultant 36 microarray TIF images were processed to run 
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batch extractions by choosing appropriate grid using Agilent’s Feature Extraction Software 


(version 11.0). The quantified feature text file is first analysed for quality checks using Agilent 


QC chart tool. The qualified experiments were further processed, at first raw data (gene 


expression) was quantile normalized and fold changes were calculated between vrs4 mutant and 


WT samples for all developmental stages analyzed. The differentially regulated gene sets (>2.0 


folds), with multiple correction using Bonferroni method (P<0.05) were identified. Top regulated 


genes were subjected to the co–expression analysis using spearman correlation test and complete 


linkage algorithm implemented in Genespring 12.0. Only differentially regulated genes in 


common between both mutants (MHOR 318 and MHOR 345) were considered for further 


analysis and interpretation. 


2.4.3. qRT–PCR 


For qRT–PCR, reverse transcription and cDNA synthesis were carried out with 1 µg of RNA 


isolated from different spike developmental stages using the QuantiTect® Reverse Transcription 


Kit (Qiagen). Real–time PCR was performed using the QuantiTect® SYBR® Green PCR kit 


(Qiagen) and the ABI Prism® 7900HT sequence detection system (Applied Biosystems). RT–


PCR results were analyzed using 2
–∆∆CT


 method (Livak and Schmittgen, 2001) implemented in 


SDS 2.2.2 software (Applied Biosystems). qRT–PCR primer sequences are listed in 


Supplementary Table 1c. 


2.5. Metabolite analysis of trehalose biosynthesis intermediates and precursors (conducted 


in collaboration with the research group Heterosis, AG HET, IPK) 


For studying the metabolite profiles of trehalose biosynthesis  precursors UDP-Glucose, glucose-


6-phosphate and the intermediate trehalose-6-phosphate, immature spike tissue at glume 
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primordium and awn primordium stages was collected from the vrs4 mutant genotypes BW–


NIL(vrs.4k), BW–NIL(mul1.a), MHOR 318; MHOR 345 and their respective WTs Bowman, 


AD and HH. The spike tissue was subjected to freeze drying at -30 °C for four days. Three 


technical replicates for each stage from each genotype were analyzed. The samples were 


homogenized using Retsch TissueLyser (Qiagen) for 45 s at 1800 strokes/minute. After 


homogenization, the samples were extracted with 270 µl of methanol/water solution (150 µl 


water + 120 µl methanol with 40 µl of internal standard). 1µl of sample was injected into an LC-


MS/MS system [(Dionex Ulimate 3000 RSLC and API 4000 (Applied Biosystems).] 


 


2.6. Re-sequencing and haplotype analysis of Vrs4 in diverse barley genotypes 


Three primer pairs with overlapping fragments (Supplementary Table1b) covering 2046 bp 


(987 bp of 5’ region (promoter and 5’UTR), 774 bp ORF and 285 bp 3’UTR) of the Vrs4 


(HvRA2) gene were amplified in 77 diverse barley genotypes for direct PCR sequencing using 


the Sanger method (BigDye Terminator v3.1 Cycle Sequencing Kit; Applied Biosystems) in 


house at PGRC, IPK, Germany. Fluorescently terminated extension products were separated 


using a capillary–based ABI3730xl sequencing system (Applied Biosystems). The sequences 


were analyzed using Seqman software implemented in Laser gene software suite 9.0 (DNA 


STAR) Multiple sequence alignments were performed using the ClustalW method (Thompson et 


al., 1994). Haplotype analysis of the nucleotide sequence data was conducted using the median 


joining algorithm implemented in NETWORK 4.6.1.0. A default weight of 10 was applied for all 


substitutions and INDEL polymorphisms identified. 
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2.7. Phylogenetic analysis of RAMOSA2 orthologs/homologs 


Nucleotide sequences for Barley LBD (LOB domain) genes were extracted from the IPK Barley 


BLAST server using HvRA2 as a query sequence. The obtained nucleotide sequences were 


converted to protein sequences using EMBOSS Transeq (EMBL–EBI). HvRA2 protein sequence 


was used as NCBI BLASTp query to retrieve RA2 and RA2–LIKE proteins from monocot and 


eudicots species, respectively (Supplementary Table 2). For obtaining these sequences a cut–


off E–value of 10
–30 


was applied. For phylogenetic analysis, the protein sequences were initially 


aligned using the MUSCLE algorithm (Edgar, 2004) implemented in MEGA 5.1 (Tamura et al., 


2011). A maximum likelihood phylogenetic tree was constructed using the ML heuristic method 


Nearest–Neighbor–Interchange (NNI) implemented in MEGA 5.1. The bootstrap consensus tree 


inferred from 1000 replicates is taken to represent the evolutionary history of the sequences 


analyzed. Branches corresponding to partitions reproduced in less than 50 % bootstrap replicates 


are collapsed. 


2.8. Data contributions by the author and the collaborators towards the present thesis 


Majority of the data presented in this thesis has been generated in the working group PBP, IPK- 


Gatersleben by the author of the thesis (Ravi Koppolu
1
). However, some experiments such as 


microarray hybridization, and metabolite analyses, were performed in collaboration with other 


research groups Abiotic Stress Genomics (SGN, Dr. Nese Sreenivasulu), and Heterosis (HET, 


Prof. Dr. Thomas Altman) within IPK. The data generated with the help of our collaborators, 


[(where the author (Ravi Koppolu
1
), has significantly contributed towards the results)] has been 


presented in this thesis in order to make it a complete and understandable story. A detailed 
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overview of different tasks carried out by the author (Ravi Koppolu
1
) and the collaborators to 


achieve the objectives of the present thesis is given below. 


Spike phenotype analyses 


-  Spike phenotyping and data analysis of the two mapping populations BW–NIL(vrs4.k) × 


Golden Promise and Barke × BW–NIL(vrs4.k), and 20 vrs4 mutant alleles (except vrs4.l, int-


e.23 and int-e.128) – Ravi Koppolu
1
. 


 


- Sample preparation for SEMs and SEM analysis in Bowman, BW–NIL(vrs4.k) and BW–


NIL(mul1.a) – Ravi Koppolu
1
. SEM preparation and image recordings – Dr. Twan Rutten


2
. 


 


Genetic and physical mapping of vrs4 


- Marker development (VeraCode SNP oligo pool design, CAPS, dCAPS marker 


development), screening and initial rough scale mapping in the two vrs4 mapping 


populations – Ravi Koppolu
1
. 


 


- High resolution fine scale mapping (recombinant screening and further marker development) 


– Ravi Koppolu
1
. 


 


- Selection of BACs for physical mapping: Ravi Koppolu
1
; preparation of BACs for physical 


mapping – Ravi Koppolu
1
; BAC sequencing – Dr. Axel Himmelbach


3
; BAC sequence 


assembly: Dr. Burkhard Steuernagel
4
; BAC sequence annotation: Ravi Koppolu


1
. 


 


Mutant analyses 


- Resequencing of vrs4 mutant alleles and data analyses – Ravi Koppolu
1
. 


 


- Allelism tests for int-e.4 and int-e.23 with vrs4.m – Dr. Udda Lundqvist
5
. 


 


Gene expression analyses 


 


- Quantification of HvHOX1, HvRA2, HvBAD1, HvCKX2, HvPIN1-LIKE, and HvSRA 


expression in various vrs4 mutants – Ravi Koppolu
1
. 


 


- Microarray experimental design – Dr. Thorsten Schnurbusch
1
, Dr. Nese Sreenivasulu


6
, and 


Ravi Koppolu
1
; sample collection and RNA preparation for microarray experiment: Ravi 


Koppolu
1
; microarray hybridization: Dr. Christiane Seiler


6
;  Microarray data extraction: Dr. 


Nese Sreenivasulu
6
; Microarray data analysis and interpretation: Ravi Koppolu


1
 with the help 


from Dr. Thorsten Schnurbusc
1
; Validation of microarray data by qRT-PCR: Ravi Koppolu


1
. 
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Metabolite analysis 


 


- Experimental setup, sample collection and preparation – Ravi Koppolu. Experimental 


procedure for metabolite analysis – Ravi Koppolu
1
. Data analysis and interpretation: Ravi 


Koppolu
1
 with the help from Dr. Thorsten Schnurbusch


1
. 


 


Haplotype analysis 


 


- Experimental set up, sample collection, preparation, resequencing and data analysis – Ravi 


Koppolu
1
. 


 


Phylogenetic analysis 


 


- Ravi Koppolu
1
 together with the help of an anonymous reviewer of the PNAS publication 


based on the present thesis.) 


 
1
 AG PBP, IPK – Gatersleben, Germany 


2
AG SZB, IPK – Gatersleben, Germany 


3
AG GED, IPK – Gatersleben, Germany 


4
AG BIT, IPK – Gatersleben, Germany 


5
Nordic genetic resource center – Alnarp, Sweden 


6
AG SGN, IPK – Gatersleben, Germany. 
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3.0. Results 


Identification of the key genetic determinants (genes) that regulate inflorescence architecture and 


a broader elucidation of their gene regulatory networks forms a very important basis to 


understand the floral development in grasses and other crop species. Knowledge gained through 


such studies can be applied to manipulate floral architecture and subsequently increase future 


cereal crop yields which are the staple food source to humans. The regulation of inflorescence 


development has been broadly elucidated in plant species, such as Arabidopsis, rice and maize, 


with the help of a wealth of mutant collection that display abnormal inflorescence development 


(Malcomber et al., 2006; Yoshida and Nagato, 2011; Sreenivasulu and Schnurbusch, 2012; 


Pautler et al., 2013; Tanaka et al., 2013). However, in barley functional knowledge of genes and 


genetic mechanisms involved in spike development is very limited so far. The present study 


identified barley RAMOSA2 (HvRA2) as the gene that underlies the Six–rowed spike 4 (vrs4) 


locus, which by large regulates the determinate fate of spikelet meristems along the spike. The 


present study also identified Vrs4 as a key regulator of the six–rowed pathway controlling Vrs1 


transcript expression. With the help of microarray analysis in Vrs4/vrs4, important putative 


targets of HvRA2 in its gene regulatory network were identified. In the following sections the 


results obtained during the process of vrs4 cloning and its functional evaluation are further 


elucidated. 


3.1. Spikelet development in Vrs4 wild type and mutant inflorescences 


In WT barley, spike development starts with a first visible reproductive stage called double ridge 


(DR) containing upper spikelet ridge (i.e. first axillary meristem) and a lower leaf ridge (Figure 


3.1.1.A). Unlike maize or sorghum, in which spikelets develop from SPMs, immature barley 







48 
 


spikes develop a TSM; the TSM arises from the upper ridge of the DR stage. The DR stage is 


also seen in wheat spikelet development, but unlike in barley, the upper axillary ridge of the 


double ridge in wheat proceeds to develop a single spikelet meristem. This makes the TSM 


unique to barley. The TSMs are determinate and form three distinct mounds termed as triple 


mound (TM), each mound producing one spikelet meristem: the central spikelet meristem (CSM) 


and two lateral spikelet meristems (LSMs) (Figure 3.1.1.A). Each spikelet meristem develops a 


pair of glume primordia (GP), and then differentiates into one FM (Figure 3.1.1.A). CSM 


normally develops ahead of LSMs (Figure 3.1.1.A). Spikelet meristems are also determinate 


structures producing only one FM (Figure 3.1.1.A), which develops floral organs (three stamen 


primordia (SP) and one pistil primordium) and finally result in the formation of one single-


flowered CS and two single-flowered LSs. In two–rowed barleys lateral florets developmentally 


abort approximately after SP stage, whereas in six–rowed types lateral floral structures continue 


to differentiate further. 


To better understand the developmental deviations in SM identity in vrs4 mutants detailed 


phenotypic analyses at different stages of immature spike development that include pre–anthesis 


spike development (DR, TM, GP, lemma primordium (LP), SP, and awn primordium (AP) 


stages), and post–anthesis spike development were conducted. 


3.1.1. Scanning electron microscopy showed early developmental changes in inflorescences 


of vrs4 mutants leading to indeterminate spikelet development and altered axillary 


meristem identity 


A careful comparison of scanning electron micrographs (SEM) obtained from wild type Vrs4 


(Bowman) and mutant vrs4 [(BW-NIL(vrs4.k) and BW-NIL(mul1.a)] inflorescences revealed no 


visible morphological differences at DR stage, suggesting that there is no change in determinacy 
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of Axillary Meristem (AM) that gives rise to triple spikelet meristem (Figure 3.1.1.B). The vrs4 


mutants exhibited the development of the basic set of TSM (one CSM and two LSMs) as seen in 


the WT. The appearance of two additional mounds on either side of the LSMs was the first 


visible deviation observed in vrs4 mutant inflorescences that occurred between TM and GP 


stages (Figure 3.1.1.B). These additional mounds developed into additional spikelets/florets 


(AS/AF) at later stages of spike development (Figure 3.1.1.D and E). The formation of the 


secondary additional spikelet meristem (SASM) on the additional spikelets showed that vrs4 


mutants can potentially produce more additional spikelets (Figure 3.1.1.D and E). The AS lags 


in development compared to their counterparts (Figure 3.1.1.D and E), suggesting that 


branching, rather than subdivision within the TSM, produces the ASs. Loss of determinacy in 


AMs became even more apparent when CSMs frequently produced branch–like inflorescence 


meristems (BIM) with ridges (resembling pre–double ridge stage of primary inflorescence), 


which later differentiated into TMs (Figure 3.1.1.C, D, and E) and eventually produced a vrs4–


like inflorescence meristem (Figure 3.1.1.C). The majority of BIMs aborted as growth continued 


(Figure 3.1.1.C, D, and E), and only few meristems at the base developed into ASs. Apart from 


the ASs/AFs rarely additional pistils were also seen, suggesting that FM determinacy was also 


affected in vrs4 mutants. SEM analysis revealed that vrs4 mutants lost determinacy of the TSMs, 


and subsequently SMs, thus producing supernumerary spikelets and florets. 
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Figure 3.1.1. SEM analysis of BW-NIL(mul1.a) and BW-NIL(vrs4.k). 


(A) Wild-type inflorescence (Bowman) at stamen primordium (SP) stage showing inflorescence meristem 


(IM) forming double ridge (DR), upper ridge containing triple spikelet meristem (TSM), and lower leaf 


ridge (LR). TSM forms a triple mound (TM), which transitions into one central spikelet meristem (CSM) 


and two lateral spikelet meristems (LSMs). A pair of glume primordia (GP) and a single floral meristem 


(FM) are produced by each SM. (B) BW-NIL(mul1.a) mutant at LP initiating additional spikelet 


meristems (ASMs) (red triangles). (C) BW-NIL(vrs4.k) mutant at stamen  primordium (SP) stage 


showing BIM at TM. (D) BW-NIL(vrs4.k) at awn primordium (AP) stage showing BIM in LP. (E) BW-


NIL(mul1.a) inflorescence showing LSs at an advanced stage of development, and additional spikelet 


meristems (ASMs) which either remain rudimentary as aborted additional spikelets (AASs) or form 


additional spikelets (ASs). SASM, Secondary additional spikelet meristem. Scale bars: 400 µm in A, B, 


and E and 700 µm in C, and D.  


3.1.2. Different types of additional axillary structures produced by vrs4 mutants 


The indeterminate nature of TSM in vrs4 mutants lead to the formation of additional 


spikelets/florets in the mature inflorescences. Two very obvious phenotypes observed at spike, 


maturity in vrs4 mutants included well developed lateral spikelets and development of additional 


spikelets/florets compared with the WT Vrs4 spikes (Figure 3.1.2.A, B, and C). The vrs4 


mutants BW-NIL(vrs4.k) and BW-NIL(mul1.a) showed completely fertile lateral spikelets 


compared to their two-rowed WT Bowman (Figure 3.1.2.A, B, and C). The Additional Spikelets 
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(ASs) and Additional Florets (AFs) in vrs4 mutants were clearly distinguishable based on their 


orientation on the spike axis (rachis). ASs had the same orientation (lemma primordia on abaxial 


side of rachis) as in normal spikelets (Figure 3.1.2.F). However, AFs were oriented opposite to 


the normal spikelet (lemma primordia on the adaxial side of rachis showing the alternate 


orientation of floret formation on the rachilla) and lacked glumes (Figure 3.1.2.F). Unlike in 


WT, where each spikelet produced a single floret on the determinate rachilla, vrs4 mutants 


produced additional florets on the rachilla of both the central and lateral spikelets. Thus, the 


restriction on the number of spikelets and florets is lost in vrs4 mutants. The additional 


spikelets/florets emerging at rachis internodes were frequently fertile and developed into grains 


(Figure 3.1.2.D, E, and G). The apparent indeterminate nature of spikelet meristem is observed 


in all 20 vrs4 mutant alleles analyzed in the present study (Figures 3.1.2 and 3.1.3), indicating 


that the Vrs4 gene is in fact involved in a genetic pathway that mediates highly conserved 


determinate nature of the TSM inherent to Hordeum species. 
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Figure 3.1.2. Spike morphology of Six-rowed spike 4 (vrs4) mutants. 


(A) Two-rowed WT spike (Bowman). vrs4 mutant spikes: (B) BW-NIL(mul1.a), (C) BW-NIL(vrs4.k): 


six-rowed-like appearance and formation of additional spikelets (AS) and additional florets (AF). (D) 


Spikelet triplet at one rachis internode, (E) BW-NIL(vrs4.k) and (F) vrs4.l showing AS and AF; initial 


triplet: CS, LS with lemma (L) and palea (P). AF developed on the rachilla of LS. (G) Seed formation 


involving AS and AF. Figures 3.1.2.F and G were kindly provided by Dr. Takao Komatsuda’s group, 


NIAS, Japan.  


 


Apart from these phenotypes, vrs4 mutants also showed deviations in the lemma and glume 


development. In WT Vrs4 inflorescence, each spikelet meristem (SM) produces a pair of glume 


primordia which later develop into inner and outer glumes. The glume developmental defects in 


vrs4 mutants included occasional absence or rudimentary formation of one or both of the glumes 


and failure in separation of inner and outer glumes (Figure 3.1.2-1.A). In some cases the glumes 


became indeterminate with more than two per spikelet (Figure 3.1.2-1.B) and also the glumes 


were modified to produce additional spikelets/florets in some cases (Figure 3.1.2-1.A). 


Additional lemma–like structures with partially or completely developed awns were also 


observed in both the central and lateral spikelets/florets (Figure 3.1.2-1.C). In case of BW–


NIL(vrs4.k) and BW–NIL(mul1.a), spikelets were pedicelled compared to sessile spikelets of 


their wild types (Figure 3.1.2-1.B). Another notable phenotype observed in BW–NIL(vrs4.k) and 


BW–NIL(mul1.a) was the prostrate growth of tillers compared to erect growth in wild type 


Bowman (Figure 3.1.2-1.D.) 
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Figure 3.1.2-1. Glume, lemma and tillering defects in vrs4 mutants. 


(A-B) glume defects in vrs4 mutants including conversion of glumes into additional florets, failure in 


separation of inner and outer glumes (A), formation of more than two glumes and pedicelled spikelets 


(B). (C) Formation of additional lemma with awn. (D) Prostrate tiller growth in BW-NIL(mul1.a) 


compared with Bowman.  


3.1.3. Lateral spikelet fertility is completely restored in vrs4 mutant inflorescences 


Most of the vrs4 mutants analyzed in the present study displayed yet another important and 


notable feature of restoration of LS fertility with a complete or partial six–rowed phenotype 


(Figure 3.1.3). All of the vrs4 mutant alleles used in the present study were derived from their 


respective two–rowed progenitors with a dominant Vrs1.b allele at Vrs1 which usually promotes 


floral abortion in LSs (Table 2-1). The six–rowed phenotype observed in vrs4 mutants was 


analogous to that of vrs1 mutants. Three out of the 20 vrs4 mutant alleles in the present study did 


not show a six–rowed phenotype, which included int–e.4, int–e.20, and int–e.72. Notably the 


spikelets were clearly enlarged in these three vrs4 mutants (analogous to intermedium barleys) 


compared to their progenitors indicating a probable leaky nature of the vrs4 mutation in these 
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alleles. Thus, the promotion of LS fertility in vrs4 mutants in a genotypic background having the 


functional form of Vrs1.b gave us an indication that the gene underlying Vrs4 functions as a 


positive upstream transcriptional regulator of Vrs1. 


 


 


Figure 3.1.3. Spike phenotypes of vrs4 mutant alleles. 


Different vrs4 mutant alleles showing lateral spikelet fertility and loss of spikelet determinacy (Red 


triangles mark the presence of additional spikelets due to the indeterminate nature of the TSM). The 


MHOR mutants (MHOR 318 and MHOR 345 show a high degree of indeterminacy of the TSM 


compared to other vrs4 mutants. Spike images for int-e.23 and int-e.128 were kindly provided by Dr. 


Takao Komatsuda’s group, NIAS, Japan. 


int-e.4     int-e.20   int-e.23      int-e.26     int-e.58    int-e.65  int-e.66   int-e.72    int-e.89   int-e.90      


int-e.91  int-e.92  int-e.101   int-e.128       MHOR 318  MHOR 345
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3.2. Genetic and physical mapping of vrs4 locus 


3.2.1. Low resolution mapping in F2 populations localizes vrs4 to chromosome 3HS 


For initial rough scale mapping the BW–NIL(vrs4.k) × Golden Promise and Barke × BW–


NIL(vrs4.k) mapping populations comprising of 94 segregating (for spike row–type at vrs4 


locus) F2 individuals (188 gametes) from each population, were phenotyped. The two 


populations used for mapping showed unambiguous spike phenotypes in segregating F2 


progenies and did not differ in their suitability for mapping. In each of the two mapping 


populations, six–rowed and two–rowed phenotypes segregated according to the expected 


Mendelian inheritance pattern typical for a monogenic recessive gene (3:1 segregation ratio) 


(Table 3-1), indicating that the vrs4 phenotype is controlled by a single recessive nuclear 


mutation. 


Table 3-1. vrs4/Vrs4 segregation analysis in the two F2 mapping populations. 


Cross # of F2 individuals    


(gametes) 


Wild-


type 


Mutant χ2/P value 


for 3:1 


BW-NIL(vrs4.k) × Golden Promise 94 (188) 71 23 0.014/0.905 


Barke × BW-NIL(vrs4.k) 94 (188) 71 23 0.014/0.905 


 


The vrs4 locus was initially reported on chromosome 3H long arm, 27.5 cM distal to the uzu 


locus (Fukuyama et al., 1982). The recent genotyping of vrs4 Bowman introgression lines with 


BOPA markers showed SNP polymorphisms spanning from 3H short arm until extreme long arm 


(Druka et al., 2011). BW–NIL(int–e.58) is shown to be associated with BOPA SNPs 1_0672 to 


2_1083 (consensus map positions 38.56 to 156.06 cM), BW–NIL(mul1.a) with 1_0762 and 


2_0115 (consensus map positions 38.56 and 126.83 cM), BW–NIL(vrs4.k) with 1_0863 to 
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1_0926 (consensus map positions 64.85 to 85.26 cM) and with 2_1493 to 1_1330 (positions 


161.43 to 178.12 cM) (Franckowiak and Lundqvist, 2011).  


In an effort to map vrs4 to a particular chromosomal region on 3H, a VeraCode SNP Golden 


Gate genotyping assay with 113 BOPA SNPs mapping at regular intervals on 3H was developed. 


Of the 113 BOPA SNPs analyzed in the two mapping populations 39 and 33 SNPs were 


polymorphic in vrs4.k × Golden Promise and Barke × BW-NIL(vrs4.k) populations. Three and 


seven SNP markers displayed a distorted segregation pattern in BW-NIL(vrs4.k) × Golden 


Promise and Barke × BW-NIL(vrs4.k) populations respectively; hence they were not mapped in 


the respective populations. Mapping of 36 and 26 polymorphic markers (Supplementary Table 


1a) with good quality segregation data in BW-NIL(vrs4.k) × Golden Promise and Barke × BW-


NIL(vrs4.k) populations together with the phenotypic data localized vrs4 locus between markers 


3_0571 (32.83 cM) and 2_0276 (58.64 cM) in Barke × BW-NIL(vrs4.k) and between 3_0953 


(40.0 cM), 1_1401 (58.01 cM) in BW-NIL(vrs4.k) × Golden Promise populations, indicating its 


presence either on the short arm or close to the centromere (Figure 3.2.1). Further, SNP-based 


CAPS markers were developed within the vrs4 genetic interval (established based on VeraCode 


assay) using synteny with rice (chromosome 1) and Brachypodium (chromosome 2) as reported 


in barley genome zipper. Mapping of these markers within the defined vrs4 genetic interval 


showed a strict co–segregation (due to lack of recombination) of vrs4 phenotype with a cluster of 


tightly linked markers (Hv03717, DQ327702, Hv04360, and Hv04380) derived from the short 


arm of barley 3H chromosome. With this result it became clear that vrs4 is localized on the short 


arm of chromosome 3H in between 37.17 cM and 41.68 cM (based on marker positions in barley 


3H genome zipper). 
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Figure 3.2.1. Linkage maps for the vrs4 locus on barley chromosome 3H. 


(A, B)  Linkage maps were developed based on two F2 mapping populations.  Upward and down ward 


arrows indicate the short arm and long arm of chromosome 3H. Map distances are shown in centiMorgans 


(cM). Scale: 1cM = 2.7 mm. 
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3.2.2. High resolution and fine scale mapping of vrs4 locus on 3HS 


After localizing the vrs4 locus on 3HS, the high resolution mapping in the vrs4 interval was 


conducted by analyzing a segregating progeny equivalent to 2000 gametes (1000 F2 individuals) 


from BW–NIL(vrs4.k) × Golden Promise mapping population. By screening two linked CAPS 


markers Hv03717 and Hv45470 (Supplementary Table 1a) within the previously established 


vrs4 interval (separated by 7.5 cM genetic interval), 140 recombinant individuals were identified 


with in this region [(71 recombinants had mutant, heterozygous allele constellation (allele scores 


A (mutant) with one marker, H (heterozygote) with the other, whereas 66 recombinants had wild 


type, heterozygous allele constellations (allele scores B (wild type) with one marker, H 


(heterozygote) with the other), and the remaining three recombinants had mutant, wild type allele 


constellations (allele scores A, B) at Hv03717 and Hv45470)]. The higher number of 


recombinants identified in this region indicated it as highly recombinogenic despite its proximity 


to the centromere. By further marker development in this region, the vrs4 interval was narrowed 


down to 0.8 cM between closely linked flanking markers DQ327702 (no recombination with 


vrs4 phenotype) and Hv4360 (two recombinants) (Figure 3.2.3.C). A comparison of gene 


colinearity (micro synteny) between barley, Brachypodium, and rice revealed highly conserved 


gene colinearity among these three grass species within the vrs4 genomic region (Figure 


3.2.3.A, B, and C.) 


3.2.3. Establishment of barley physical BAC contig around vrs4 locus 


To establish a physical BAC contig across the vrs4 locus, the two closely linked markers 


DQ327702 and Hv4360 were screened in the Morex BAC library with a 25 fold genome 


representation, developed at IPK, Gatersleben (Schulte et al., 2011). The two flanking markers 
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were localized to a 1073 kb BAC contig, which was sequenced using a MTP containing 22 BAC 


clones. Analysis of the corresponding sequence data in Genescan web server (based on maize 


protein sequences) resulted in six potential protein coding ORFs. Annotation of these ORFs by 


BLASTx analysis revealed six protein coding genes that included RAMOSA2 (HvRA2), 


RESURRECTION1 (RST1), TRYPTOPHAN AMINO TRANSFERASE (TPA), EMBRYO 


SAC/BASAL ENDOSPERM TRANSFER LAYER/EMBRYO SURROUNDING REGION (EBE), 


STACHYOSE SYNTHASE, and RECEPTOR LIKE PROTEIN KINASE (INRPK1) (Figure 


3.2.3.D). A marker derived from the gene TPA (Hv04290) further narrowed down the candidate 


vrs4 genomic region to zero recombinants between DQ327702 (HvRA2) and Hv04290 (Figure 


3.2.2.D) indicating either of these two as the candidate genes for vrs4. 


 


Figure 3.2.3. High resolution linkage and physical map of vrs4. 


Rice (A) and Brachypodium (B) chromosomal regions syntenic with barley chromosome 3H (C) in the 


vrs4 region. Predicted genes in rice, Brachypodium and barley chromosomes are indicated by ovals 


[(Gene names start with Os01g (rice) or Bradi2g (Brachypodium) followed by five digit number)]. Solid 


black ovals mark the genes from which markers were derived for mapping in the vrs4 region. Numbers of 
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recombinants are indicated between mapped markers on the barley chromosome. (D) Single BAC contig 


sequenced in the vrs4 region (22 overlapping BAC clones covering 1,073 kb) (see Table 2-2 for 


corresponding BAC names). Predicted genes identified from the BAC sequences are indicated as circles.  


3.3. Identification of candidate gene responsible for vrs4 phenotype and its validation 


3.3.1. Vrs4 underlies a barley ortholog of maize inflorescence architecture gene RAMOSA2 


(HvRA2) 


Among the two potential candidates HvRA2 and TPA, HvRA2 appeared to be a more convincing 


candidate gene for vrs4 because the function of the orthologous maize RA2 had already been 


implicated in maize inflorescence development. In maize, mutants of RA2 produce inflorescence 


branches (both tassel and cob) with increased indeterminacy or meristematic potential (Bortiri et 


al., 2006). The barley, vrs4 mutants similarly display a highly disorganized spikelet development 


due to the indeterminate nature of TSM with increased meristematic activity. The analogy in the 


inflorescence development pattern between the maize ra2 mutants and barley vrs4 mutants 


prompted to resequence HvRA2 in the vrs4 mutants. Subsequently re-sequencing of HvRA2 in 


the BW–NIL(vrs4.k), its progenitor MFB 104 and isogenic Bowman resulted in a unique single 


nucleotide deletion that caused a frame shift within the ORF of HvRA2. The frame shift resulted 


in a premature stop codon quite early in the ORF (Amino acid 68 of 257). This re-sequencing 


result convinced that the vrs4 phenotype underlies HvRA2.  


3.3.2. Validation of HvRA2 gene candidate in allelic vrs4 mutants by re-sequencing 


Because all vrs4 mutants in the present study showed loss of TSM determinacy with enhanced 


meristematic activity in general (Figure 3.1.3), HvRA2 gene was sequenced in 19 other vrs4 


mutants available from different sources (Table 2-1). In line with the initial sequencing result 


obtained from BW–NIL(vrs4.k), 17 out of the 19 vrs4 mutants showed molecular lesions that are 
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directly located to HvRA2 ORF (Figure 3.3.2a and 3.3.2b). In barley generally three spikelet 


meristems develop at each rachis internode giving rise to three spikelets. However, in vrs4 


mutants the number of spikelet/floral meristems is partially unrestricted, two additional 


spikelet/floral meristems develop in pairs near the base and on opposite sides of the previous 


meristems, giving a bud number series of 1, 3, 7, and possibly 15 (Forster et al., 2007). From the 


mutant re-sequencing and phenotyping analyses, it was clearly evident that irrespective of the 


type of lesion in various mutant alleles of vrs4, all of them showed indeterminacy of the TSM to 


a certain degree giving rise to additional spikelets/florets (Figures 3.1.1, 3.1.2, and 3.1.3). The 


molecular nature of the lesions in mutants clearly correlated with the severity of vrs4 phenotype. 


Five mutants with the strongest vrs4 phenotype (increased indeterminacy of TSM, and complete 


lateral spikelet development) had either a premature stop codon [BW–NIL(vrs4.k), BW–


NIL(mul1.a), vrs4.l (syn. Xc 41.5), int–e.26 and int–e.128 (syn. hex–v.48)] or a putative gene 


deletion (Figures 3.1.1, 3.1.2, and 3.1.3, Table 3-2). Weaker alleles with a less severe 


phenotype, (moderate indeterminacy of TSM, slightly enlarged lateral spikelets) possessed 


amino acid (AA) substitutions either within the DNA binding domain (int–e.23, BW–NIL(int–


e.58), int–e.72) or in other conserved regions (see the following section) of the protein indicating 


the leaky nature of the RA2 mutation in these alleles (int–e.65, int–e.66, int–e.87, int–e.89, int–


e.90, int–e.91, int–e.92, int–e.101) (Figure 3.1.3, and 3.3.2a). The two vrs4 mutants int–e.4 and 


int–e.20 did not show any molecular lesions, suggesting possible transcriptional or post–


transcriptional regulation in these alleles (Table 3-2). The two vrs4 mutant alleles int–e.4 and 


int–e.20, which did not harbor any lesion, have been tested previously for their allelism with vrs4 


by Dr. Udda Lundqvist and confirmed that they are allelic (Supplementary Text). Thus the 


collection of 18 ORF mutants strongly indicated that HvRA2 underlies the Vrs4 locus. 
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Figure 3.3.2a. HvRA2 gene model localized with lesions in vrs4 mutant alleles. 


Lesions in 18 ORF-mutant alleles are indicated below the gene structure. LOB domain is represented with 


a black box, the grass specific domains at 5’ and 3’ regions of the ORF are indicated by red and grey 


boxes respectively. ‘:’ Nucleotide substitution leading to premature stop codon, ‘*’ INDELS leading to 


frame shift, ‘>’ non-synonymous SNP in the coding region. ATG and TGA represent start and stop 


codons. The bar between the two exons represents intronic sequence within the 3’UTR. HvRA2 


resequencing data for int-e.23, int-e.128, and vrs4.l was kindly provided by Dr. Takao Komatsuda’s 


group, NIAS, Japan. 
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Figure 3.3.2b. HvRA2 (Vrs4) nucleotide and protein sequences showing mutated positions in sixteen 


Vrs4 mutant alleles. Small deletions and SNPs in the vrs4 mutant alleles leading to frame shifts, non-


synonymous changes and premature stop codons have been indicated in respective colors with that of 


mutant alleles. The sequence in the boxed area represents the LOB domain. The blue highlighted 


sequence at the 3’ end marks the 3’-UTR, the underlined region within the 3’-UTR indicates the intron. 


G -- --- (int-e.128-SNP-Nonsense mutation)


1    ATG GCA TCC CCG TCG AGC ACC GGC AAC TCC ATC GTC TCC GTG GTG GTT   48


1 M   A   S   P   S   S T   G   N   S   I   V   S   V   V V 16


(mul1.a-11bp deletion-Nonsense mutation) 


(int-e.65, .89, .90, .91, .92- Missense)


(vrs4.k-1bp deletion-Nonsense mutation)


--- --- A - A (int-e.87/int-e.101-Missense mutation)


49   GCA GCG GCC ACG ACA CCG GGG GCC GGG GCG CCG TGC GCT GCG TGC AAG   96


17 A   A A T   T P   G   A   G   A   P   C   A   A C   K    32


E E


97   TTC CTG CGG CGC AAG TGC CTC CCC GGC TGC GTG TTC GCG CCC TAC TTC   144


33 F   L   R   R K   C   L   P   G   C   V   F   A   P   Y   F    48


145  CCG CCG GAG GAG CCG CAG AAG TTC GCC AAC GTG CAC AAG GTG TTC GGC   192


49 P   P E   E P   Q   K   F   A   N   V   H   K   V   F   G    64


T (int-e.23-SNP-Missense mutation) 


193  GCC AGC AAC GTG ACC AAG CTG CTC AAC GAG CTG CCG CCG CAC CAG CGG   240


65 A   S   N   V   T   K   L   L N   E   L   P   P H   Q   R    80


V


T (int-e.58/int.e-72-SNP-Missense mutation)


241  GAA GAC GCC GTG AGC TCG CTG GCC TAC GAG GCG GAG GCG CGG GTC AAG   288


81 E   D   A   V   S   S L   A   Y   E   A   E   A   R   V   K    96


V


289  GAC CCC GTC TAC GGC TGC GTC GGC GCC ATC TCC GTG CTC CAG CGC CAG   336


97 D   P   V   Y   G   C   V   G   A   I   S   V   L   Q   R   Q    112


337  GTC CAC CGC CTC CAG AAG GAG CTC GAC GCC GCG CAC ACC GAG CTC CTC 384


V   H   R   L   Q   K   E   L   D   A   A H   T   E   L   L 128


T (int-e.66-SNP-Missense mutation) 


385 CGG TAC GCC TGC GGC GAG CTC GGC AGC ATC CCC ACC GCG CTC CCC GTT   432


129 R   Y   A   C   G   E   L   G   S   I   P   T   A   L   P   V    144


L


433  GTC ACG GCC GGC GTC CCC AGC GGC AGG CTC TCA TCC GCC GTA ATG CCC   480


145 V   T   A   G   V   P   S   G   R   L   S   S A   V   M   P    160


T - (int-e.26-SNP-Nonsense mutation)


481  TGC CCC GGC CAG CTC GCC GGC GGC ATG TAC AGC GGT GGC GGT GGC GGT   528


161 C   P   G   Q   L   A   G   G M   Y   S   G   G G G G 176


--- --- --- --- --- --- (vrs4.l-19bp deletion-Nonsence mutation)


529  GGC TTC CGG AGG CTC GGG CTT GTG GAC GCG ATA GTA CCA CAG CCC CCT   576


177 G   F   R   R L   G   L   V   D   A   I   V   P   Q   P   P 192


577  CTT TCC GCC GGC TGC TAC TAC AAT ATG CGG AGC AAC AAC AAC GCT GGA   624


193 L   S   A   G   C   Y   Y N   M   R   S   N   N N A   G    208


625  GGC AGC GTC GCT GCC GAC GTG GCG CCC GTT CAG ATC CCC TAC GCC TCC  672


209 G   S   V   A   A D   V   A   P   V   Q   I   P   Y   A   S   224


673  ATG GCG AAT TGG GCC GTG AAC GCC ATT AGC ACC ATT ACC ACC ACC TCA  720


225 M   A   N   W   A   V   N   A   I   S   T   I   T   T T S   240


721  GGA TCA GAG AGC ATT GGG ATG GAT CAC AAG GAA GGA GGC GAC AGC AGC 768


241 G   S   E   S   I   G   M   D   H   K   E   G   G D   S   S 256


769 ATG TGA ACTGACGCGCCCAACCAACAgtgagtggcccgtttgagtaaatcgttgcactgta 829


257   M   *


830  atcatgcgtgtatatatgctagcttcatgagttatctaatgctgcattcttgccttgtgcag 891


892  TGAATGTGGATTACCTCTCCTACTCTCAAGATTTATGGATGTGGAGAATGATATGCGCTTTGG 954


955  CCGGCCTTGACGCTCAAGGAAGGAAGCTTCGGGGAGACTGATGGGATCGAGCTAGCTCATTCC 1017


1018 CAGGATAATTAAGCTAAGAAGCAATCTATCTATGAATCTATCTATATATAGCCAACATGAATT 1080


1081 ATATATGTCAGTGTCTCCCTTTTTGCATGTTGTGCAAGCCATACTTTGTGTCGACTTTGGAGT 1143


1144 TCTATATGTAATCGAATCGAGATCTAGCTTGATCTCTCTTCTTT 1187
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Table 3-2. vrs4 mutant alleles with type of molecular lesion in HvRA2 and their position within 


ORF. 


 


# Mutant allele Type of mutation Polymorphism/Position* 


1 int-e.4 No mutation — 


2 int-e.20 No mutation — 


3 int-e.23 Mis-sense Transition (C to T) 194bp 


4 int-e.26 Non-sense  Transition (C to T)/490bp 


5 BW-NIL(int-e.58) Mis-sense Transition (C to T) 248bp 


6 int-e.65 Mis-sense Transition (G to A)/68bp 


7 int-e.66 Mis-sense Transition (C to T)/428bp 


8 int-e.72 Mis-sense Transition (C to T) 248bp 


9 int-e.87 Mis-sense  Transition (G to A)/74bp 


10 int-e.89 Mis-sense  Transition (G to A)/68bp 


11 int-e.90 Mis-sense Transition (G to A)/68bp 


12 int-e.91 Mis-sense Transition (G to A)/68bp 


13 int-e.92 Mis-sense Transition (G to A)/68bp 


14 int-e.101 Mis-sense Transition (G to A)/74bp 


15 int-e.128 Non-sense Transition (A to G)/1bp 


16 BW-NIL(vrs4.k) Non-sense Deletion (1bp)/72-72bp 


17 BW-NIL (mul1.a) Non-sense Deletion (11bp)/44-54bp 


18 vrs4.l (syn. Xc 41.5)  Non-sense Deletion (14bp)/528-546bp 


19 MHOR318 Gene deletion — 


20 MHOR345 Gene deletion — 


*Nucleotide positions of lesions in different vrs4 mutant alleles with respect to reference sequence of HvRA2. 


GenBank accession number for HvRA2 reference sequence is KC854554. 


 


3.3.3. Validation of HvRA2 gene candidate by qRT–PCR 


To test whether the molecular lesions observed in vrs4 mutant alleles affected the regulation of 


mRNA transcript levels in HvRA2, the HvRA2 expression in vrs4 mutants and the respective wild 


types was quantified. The relative quantification analysis in BW–NIL(vrs4.k) (lesion – INDEL 


causing a pre–mature stop codon), MHOR 318 (lesion – complete gene deletion), MHOR 345 


(lesion – complete gene deletion) and their respective wild type progenitors MFB104, AD, HH at 


various spike developmental stages (TM, GP, LP, SP, and AP) showed a clear down-regulation 


of HvRA2 transcripts in all of the vrs4 mutants analyzed. As expected the expression of HvRA2 
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in the two deletion mutants MHOR 318 and MHOR 345 could not be detected because the 


complete gene is deleted in these two mutants (Figure 3.3.3.) 


 


Figure 3.3.3. Relative expression of HvRA2 in BW-NIL(vrs4.k), MHOR 318 and MHOR 345 


compared to their progenitors. Values in the table below the graph indicate expression of HvRA2 in 


wild-types and respective vrs4 mutants. Error bars indicate mean±S.E. of three replicates. Trend line 


depicts the relative expression at different stages of immature spike development.  


3.3.4. HvRA2 encodes a LOB domain transcription factor with grass specific domains 


The genes encoding LOB domain proteins are specifically found in plants and are expressed at 


the boundaries of lateral organs during vegetative and reproductive plant development (Shuai et 


al., 2002). The LOB domain proteins function as TFs (Shuai et al., 2002; Husbands et al., 2007). 


The BLASTp analysis against non-redunt protein sequence database of NCBI, showed HvRA2 


as a class I LOB domain protein. LOB domain proteins typically possess three important 


features, which include a cysteine–rich repeat (CX2CX6CX3C), a highly conserved GAS residue 


Triple Mound Glume Primordia Lemma Primordia Stamen Primordia Awn Primordia


MFB104 1.78 1.55 1.19 0.94 1.00


vrs4.k 1.16 1.01 0.48 0.33 0.33


AD 2.30 2.14 1.55 1.17 1.00


MHOR318 0.00 0.00 0.00 0.00 0.00


HH 2.01 1.66 1.31 1.45 1.00


MHOR345 0.00 0.00 0.00 0.00 0.00
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block, and a Leucine–zipper coiled–coil motif (LX6LX3LX6L) (Figure 3.3.4), the signature 


features conserved in HvRA2 and all other class I LOB domain proteins (Shuai et al., 2002). 


Apart from the canonical LOB domain, HvRA2 and its orthologs from various grass species 


(monocots) posses a unique C–terminal putative activation domain (44AA) that is not present in 


Arabidopsis and other eudicots (Bortiri et al., 2006) (Figure 3.3.2a and 3.3.4). However, in the 


current study apart from the unique C–terminal domain, another important and conserved grass 


specific N–terminal region was identified based on multiple sequence alignments generated from 


orthologous/homologous RA2 proteins from a range of monocot and dicot species. The novel N–


terminal domain identified is of 16AA long preceding the LOB domain (Figure 3.3.2a and 


3.3.4). The last four AA of the N–terminal domain (PGAG) are strictly conserved across the 


RA2 orthologs from different monocot species analyzed (Figure 3.3.4). Interestingly, seven of 


the vrs4 mutant alleles possessed AA substitutions in the last four AA of the conserved N–


terminal region (int–e.65, int–e.87, int–e.89, int–e.90, int–e.91, int–e.92, and int–e.101). These 


seven vrs4 mutants carrying AA substitutions in the conserved N–terminal region showed 


indeterminate TSM and six–rowed phenotype (Figure 3.1.3). The data from these analyses 


signifies the putative functional role of this novel N–terminal region, which might be an 


activation domain similar to the C–terminal activation domain found in grass species. 
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Figure 3.3.4. RA2 and RA2-like proteins in grasses and eudicots. 


Multiple sequence alignment of RA2 proteins in monocotyledonous and dicotyledonous species. The 


unique grass specific domains at N-terminal and C-terminal are indicated with a combination of dashed 


and dotted lines; LOB domain is marked with a triple line (The components of LOB domain such as 


Cysteine rich region, GAS block and Leucine Zipper coiled coil motif are marked with double, dotted and 


dashed lines respectively. GenBank accession numbers for RA2 & RA2-like proteins are given in 


Supplementary Table 2.  


3.4. Phylogenetic analysis of RAMOSA2 orthologs/homologs from grasses and eudicots 


groups them into two distinct and respective clades 


RAMOSA2 orthologs posses the conserved N– and C– terminal regions, which make them unique 


to monocot species. A true ortholog of RA2 is not present in the eudicot species (Bortiri et al., 


2006). With the aim of revealing the phylogenetic relationships among the orthologs of RA2 


from various grass species and their relationship with RA2-LIKE proteins from eudicot species, 


phylogenetic analysis was conducted with available RAMOSA2 orthologs from grass species 


and RA2-LIKE proteins from eudicot species. Sixty seven class I LOB domain (LBD) protein 


sequences (monocot and dicot proteins) were extracted from NCBI using BLASTp (e–value cut-


off: 10
–30


). LOB domain (LBD) encoding barley genes were extracted from the IPK barley 
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BLAST server (26 calss I and four class II proteins). For the analysis 17 full length barley 


protein (13 class I and four class II) were included (Table 3-3). A maximum likelihood 


phylogenetic tree generated based on these 84 LBD proteins grouped them into three distinct 


phylogenetic clades that include, (i) clade I – containing RA2 orthologs from different grass 


species (16 proteins) and RA2–LIKE sequences (RA2 homologs) from eudicot species (32 


proteins), (ii) clade II containing LBD proteins that are different from RA2/RA2–LIKE proteins 


(32 proteins), and (iii) clade III containing class II LBD proteins from barley (4 proteins) (Figure 


3.4.0).  


The clade I carrying the RA2 orthologs/homologs clearly separated the RA2 orthologs and 


homologs into monocot and eudicot sub-clades. Within the monocot sub-clade, distinct groups 


and branches at the level of grass subfamilies and tribes could be recognized (Figure 3.4.0). For 


example the RA2 orthologs from different wheat species and the barley RA2 (tribe Triticeae) 


grouped together. The RA2 orthologs from nine different species from tribe Andropogoneae 


clustered together (Figure 3.4.0) indicating tribe specific sequence signatures within these 


orthologs. The grouping of RA2 orthologs clearly reflected the evolutionary history of grasses 


(Gaut, 2002). The conserved N– and C–terminal regions in grasses, which are unique to monocot 


species, would have been lost during evolution of eudicots, indicating that a different mechanism 


might be responsible to regulate inflorescence branching in eudicots. The mutant of the closest 


Arabidopsis homolog of RA2, ASSYMETRIC LEAVES–2 LIKE4 (BAH10548.1) does not show a 


detectable alteration in inflorescence structure (Shuai et al., 2002). Another close homolog from 


legume species is ELONGATED PETIOLULE1 (AFK81066.1, AFK81064.1, AFK81063.1, and 


AFK81065.1), which regulates the leaf motor organ (pulvinus) responsible for nastic leaf 


movements (Chen et al., 2012).  
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The second phylogenetic clade (clade II) consisted of LBD proteins that are distantly related to 


RA2/RA2–LIKE sequences which included LBD PROTEIN1–LIKE (Ctg135924_5HL and 


Ctg62778_4HL), LBD PROTEIN6–LIKE (XP_004152887.1, XP_003545810.1, 


Ctg61827_3HL, Ctg45166_1H, Ctg51474_4HS), LBD7–LIKE (Ctg98873_3HL), LBD 


PROTEIN11–LIKE (Ctg54974_1H), LBD PROTEIN16–LIKE (Ctg46032_6HL), LBD 


PROTEIN24 (Ctg47723_4HL), LBD PROTEIN36 (XP_004148465.1), LBD PROTEIN38 


(Ctg36895), LBD PROTEIN39 (Ctg1561909), and LBD PROTEIN41 (Ctg42541_2HL and 


Ctg50476_4HL). These proteins are involved in various organ developmental processes like leaf 


formation (Ori et al., 2000; Semiarti et al., 2001), root formation, auxin response (Okushima et 


al., 2007; Okushima et al., 2005), and flower development (Chalfun et al., 2005). The clade III, 


which contained class II LOB domain proteins, formed into an out group. The out grouping of 


these proteins is because the class II LOB domain proteins significantly differ from class I 


proteins in the cysteine-rich region of the LOB domain (9–13 Cysteine residues in class II 


proteins against to four–seven in class I). Apart from this, the leucine zipper coiled coil motif is 


completely absent in all class II LBD proteins (Shuai et al., 2002). The class II LBD proteins are 


reported to be involved in plant metabolism (Scheible et al., 2004; Rubin et al., 2009; Albinsky 


et al., 2010.) 
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Figure 3.4.0. Phylogenetic analysis of RAMOSA2 orthologs/homologs and other LBD proteins. 


A maximum likelihood based condensed phylogenetic tree of RAMOSA2 orthologs (RAMOSA2 proteins 


from grasses) and homologs (RA2-LIKE proteins from eudicot species) together with other LBD proteins 


from barley and eudicots. From the phylogenetic tree three separate clades are evident; clade I carrying 


RAMOSA2 orthologs and homologs, clade II carrying the LBD proteins other than RAMOSA2 


orthologs/homologs (red squares), and clade III carrying barley class II LBD proteins (blue squares). The 


clade I carrying RAMOSA2 orthologs/homologs has two sub clades, one with the RAMOSA2 orthologs 


from grasses (green circles) and the other with RAMOSA2 homologs from eudicots (black triangles). Td: 


Triticum durum; Ae.ta: Aegilops tauschi; Ta: Triticum aestivum; Hv: Hordeum vulgare; Bd: 


Brachypodium distachyon; Bs: Brachypodium sylvaticum; Os: Oryza sativa; Ls: Loudetia spp.; Pd: 


Phacelurus digitatus; Ah: Andropogon hallii; Zm: Zea mays; Cg: Chrysopogon gryllus; Cf: Cymbopogon 


flexosus; Sb: Sorghum bicolor; As: Andropterum stolzii; Ss: Schizachyrium sanguineum. (Please refer to 


Supplementary Table 2 for the details of remaining protein accessions used in phylogenetic analysis).  







71 
 


3.4.1. HvRA2 is unique among the barley LBD gene family members 


A BLASTN analysis using nucleotide sequence encoding the LOB domain of HvRA2 against 


Morex contigs (50X survey sequences) and high confidence genes in barley viroBLAST web 


server resulted in 29 other LBD encoding genes apart from HvRA2 indicating it as a relatively 


large gene family (30 members) in barley (Table 3-3). In Arabidopsis, 43 LBD gene family 


members have been reported (Shuai et al., 2002) and in monocot species like rice and maize 35 


and 43 members have been reported, respectively (Yang et al., 2006; Schnable et al., 2009). Of 


the 30 genes identified in barley 24 genes were full length and six were partially available. A 


careful comparison of HvRA2 protein sequence against the remaining 29 LBD gene family 


members revealed that HvRA2 is unique with its putative functional N– and C–terminal 


domains, whereby none of the 29 other members shared identity in these two regions (Data not 


shown). The phylogenetic analysis of LBD gene family members grouped HvRA2 


(ABC54561.1/ Ctg2547112_3HS) in the sub-clade carrying RA2 orthologs from grasses (clade I). 


The remaining LBD gene family members were grouped into a different clade carrying LBD 


proteins that are different from RA2/RA2–LIKE proteins (clade II) (Figure 3.4.0). These results 


clearly suggest that HvRA2 has a unique function in regulating inflorescence branch 


architecture, which may not be accomplished by any of the other barley LBD gene family 


members. 
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Table 3-3. List of barley LOB domain (LBD) encoding genes. 


LBD gene contig LBD Class Partial/Complete FLcDNA ID 


Ctg2547112_3HS Class I Complete - 


Ctg45166_1H Class I Complete MLOC_61156.1 


Ctg51474_4HS Class I Complete MLOC_66372.1 


Ctg135924_5HL Class I Complete MLOC_5148.1 


Ctg54974_1H Class I Complete MLOC_68570.1 


Ctg46032_6HL Class I Complete AK368515 


Ctg1572307_3HL Class I Complete MLOC_16076.3 


Ctg62778_4HL Class I Complete MLOC_73009.1 


Ctg47723_4HL Class I Complete - 


Ctg1591863_7HS Class I Complete MLOC_20803.1 


Ctg38897_5HL Class I Complete - 


Ctg61827_3HL Class I Complete AK373607 


Ctg98873_3HL Class I Complete MLOC_81908.1 


Ctg42541_2HL Class II Complete - 


Ctg50476_4HL Class II Complete AK373051 


Ctg1561909 Class II Complete - 


Ctg36895 Class II Complete MLOC_51325.1 


Ctg39781_4HL Class I Partial - 


Ctg63283_3HL Class I Partial - 


Ctg1559770_4HL Class I Partial - 


Ctg39524_1H Class I Partial - 


Ctg41408_4HS Class I Partial - 


Ctg40527_1H Class I Partial - 


- - Complete MLOC_57082.1 


- - Complete MLOC_54949.1 


- - Complete MLOC_56075.1 


- - Complete MLOC_10784.1 


- - Complete MLOC_10783.1 


- - Complete AK373051 


- - Complete MLOC_78342.2 


Note: Contig IDs represent morex contigs from survey sequencing, corresponding FLcDNA is indicated when ever 


is present. 
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3.5. Re-sequencing of HvRA2 shows reduced nucleotide diversity 


The already characterized row–type genes Vrs1 and Int–c posses row–type specific alleles in 


two–rowed (Vrs1.b, int–c) and six–rowed barleys (vrs1.a, Int–c) (Komatsuda et al., 2007; 


Ramsay et al., 2011). In an attempt to identify row–type specific alleles at Vrs4 locus in natural 


variation, nucleotide sequence analysis of the HvRA2 ORF and parts of the 5’ and 3’ regulatory 


regions (promoter, UTRs) in a set of 77 diverse two–rowed and six–rowed barley genotypes was 


conducted (Table 3-4). Interestingly, the nucleotide diversity observed in these 77 accessions 


was quite limited. Unlike Vrs1 and Int–c, which showed row–type specific alleles in natural 


variation, Vrs4 appeared to be conserved across diverse two–rowed and six–rowed germplasm 


revealing very low natural nucleotide variation in the coding region (Figure 3.5.0.A). Haplotype 


analysis of the nucleotide sequence data resulted in one major and seven minor nucleotide 


haplotypes derived from the major haplotype (Figure 3.5.0.B). GenBank accession numbers for 


the eight haplotypes are from KC854546 to KC854553. The present set of accessions used in this 


study did not show sequence haplotypes that are specific to a particular geographic region, all 


haplotypes contained both two–and six–rowed accessions. These results clearly indicated that 


HvRA2 is mainly involved in regulating the determinate fate of spikelet meristems in two–


rowed, six–rowed and all other spike forms (intermedium, labile) in barley; the six–rowed 


phenotype observed in vrs4 mutants could be a secondary effect mediated by vrs4. Among the 


eight nucleotide haplotypes identified, only one haplotype comprising of the two–rowed 


genotype, Palmella Blue, coded for an AA substitution (Glycine → Aspargine, at 163
rd


 AA of 


257 AAs) in an unconserved region of the protein outside LOB domain (Figure 3.5.0.C). 


Phenotypic evaluation of this genotype neither showed indeterminate nature of spikelet 


meristems nor a six–rowed phenotype, indicating the AA substitution as silent (Data not shown). 
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The 3’ UTR analyzed is completely conserved, suggesting that it may be a target site for cis 


regulatory elements (miRNA) or may be involved in mRNA metabolism. 


Table 3-4. Barley accessions used for Vrs4 haplotype analysis with their haplotypes. 


Genotype Origin Row-type Haplotype # 


Foma Sweden 2 Hap1 


Song bong Gaekori Korea 6 Hap1 


HOR4727 Turkey 6 Hap1 


Rabbat Morocco 6 Hap1 


Trabut Barley Australia 6 Hap1 


Golden Promise Great Britain 2 Hap1 


Haruna Nijo Japan 2 Hap1 


Kristina Sweden 2 Hap1 


Betzes Germany 2 Hap1 


MFB104 Hungary 2 Hap1 


Bigo Netherlands 6 Hap1 


Olli Finland 6 Hap1 


CarlsbergII Denmark 2 Hap1 


MR3/51 Israel 2 Hap1 


Goldfoil Austria 2 Hap1 


Spartan CzechRepublic 2 Hap1 


ORGE AUSTRALIE Tunisia 2 Hap1 


Haya Omugi Japan - Hap1 


Blenheim Great Britain 2 Hap1 


Ingrid Ingrid 2 Hap1 


Viking Russia 2 Hap1 


Odesskij36 Ukrain 2 Hap1 


Belogorskij Russia 6 Hap1 


Valetta NewZealand 2 Hap1 


HOR12830 Syria 6 Hap1 


Pumper Austria 6 Hap1 


FNC6-1 Uruguay 2 Hap1 


Klepeninskij Ukrain 6 Hap1 


FNC1 Uruguay 2 Hap1 


FAO3443 Iran 2 Hap1 


Optic - 2 Hap1 


Nancy Sweden 2 Hap1 


EDong85-1 China 2 Hap1 


Apex Germany 2 Hap1 
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Arupo Mexico 2 Hap1 


Granal Kazakhstan 2 Hap1 


Ancap2 Uruguay 6 Hap1 


FAO3444 Iran 2 Hap1 


Sacasco1 Peru 6 Hap1 


Morex USA 6 Hap1 


Libra Chile 2 Hap1 


IG31444 Syria 2 Hap1 


Peatland USA 6 Hap1 


ShayirIG32973 Oman 6 Hap1 


Clipper Australia - Hap1 


Iki Kiran Turkey 6 Hap1 


HOR2455 China 6 Hap1 


Tammi Finland 6 Hap1 


Vladivostok China 6 Hap1 


Harrington Canada 2 Hap1 


Bonus Sweeden 2 Hap1 


Palmella Blue Argentina 2 Hap2 


HOR5281 Ethiopia labile Hap3 


Agneta Finland 6 Hap4 


Beka France 2 Hap5 


IG31424 Syria 2 Hap6 


ACOxbow Canada 2 Hap6 


Compana USA 2 Hap6 


HOR750 Albania 6 Hap7 


CM67 USA 6 Hap7 


IG128216 Libya 6 Hap7 


HOR9340 Ethiopia labile Hap7 


IG128162 Pakistan 6 Hap7 


IG31903 Morocco 6 Hap7 


Psaknon NewZealand 6 Hap7 


SHEKI Ethiopia 2 Hap7 


Aliso Mexico 6 Hap8 


IG128089 Afghanistan 2 Hap8 


Gang Tuo Qing Ke1hao China 6 Hap8 


Kwanchike1 Korea 6 Hap8 


Karubori Korea 6 Hap8 


Erythraea Ethiopia - Hap8 


Bowman USA 2 Hap8 


Dairokkaku Japan 6 Hap8 


FAO3413 Iran 6 Hap8 
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BalliaLocal India 6 Hap8 


Shimabara Japan 6 Hap8 


 


 


Figure 3.5.0. Re-sequencing of HvRA2 in diverse barley genotypes. 


(A) Haplotype structure of eight haplotypes observed at HvRA2. Symbols "- ,+" next to fragment size 


indicate the upstream and downstream nucleotide positions respectively of the start codon and "—" 


indicates single nucleotide deletion. (B) Haplotype analysis of nucleotide sequence data. Circles denote 


the relative number of samples represented in each Vrs4 haplotype. Number of accessions within a 


A


B


C
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particular haplotype is indicated in brackets. Pie slices within the circles indicate geographic distribution 


of haplotypes. Lines connecting haplotypes denote number of mutations (SNPs or deletions) between 


haplotypes. (C) Multiple sequence alignment of protein sequences generated from eight haplotypes 


identified after re-sequencing of HvRA2 in 77 diverse barley genotypes. Only Haplotype2 coded for a 


non-synonymous nucleotide substitution leading to amino acid change (488 bp, G to A; 163 AA, gly to 


asp). Haplotype2 is highlighted in grey color and the AA substitution is marked with a red box. 


3.6. Identification of downstream target genes of Vrs4 by mRNA expression analysis 


Because vrs4 encodes a transcription factor HvRA2, a genome wide expression profiling in 


immature spikes of vrs4 mutants and WTs was conducted using barley 60 K microarray to better 


understand the underlying HvRA2 gene regulatory network. Apart from this, a more targeted 


qRT–PCR-approach was also used to understand the expression profiles of genes that are known 


to show analogous inflorescence phenotypes in related species (rice and maize). The microarray 


analysis was conducted in two deletion mutants MHOR 318, MHOR 345 (X–ray induced 


mutants) and respective WTs AD, HH at Glume Primordium (GP), Stamen Primordium (SP), 


and Awn Primordium (AP) stages. Because X–ray induced mutants have been known to cause 


larger deletions in the genome, the extent of deletion in and around the HvRA2 region was 


characterized in these two mutants (Table 3-5). The 60 K microarray analysis in the two vrs4 


mutants, identified a total of 752 genes that showed robust expression differences with a fold 


change of >2 at an adjusted P-value of <0.05. Among these, 337 genes were down–regulated and 


415 genes were up–regulated in the vrs4 mutants at two or more developmental stages analyzed 


(Supplementary Table 3 and Supplementary Figure 1). Interestingly, more than 70 % of the 


differentially regulated genes were reproduced in the two deletion mutants (Supplementary 


Table 4) and the remaining 30 % of the changes seen mainly in MHOR 318 could be related to 


the larger deletion in and around HvRA2 (Table 3-5.) 
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Table 3-5. Characterization of X-ray induced deletion in MHOR 318 & MHOR 345. 


Brachy gene Annotation MHOR 


318 


MHOR 


345 


Bradi2g04110.1 proactivator polypeptide-like 1-like Intact Intact 


Bradi2g04117.1 mini-chromosome maintenance complex-binding protein-like Intact Intact 


Bradi2g04130.1 uncharacterized membrane protein At1g06890-like Intact Intact 


Bradi2g04140.1 hypothetical protein Intact Intact 


Bradi2g04150.1 Putative expressed protein Intact Intact 


Bradi2g04160.1 pentatricopeptide repeat-containing protein At5g66631-like Intact Intact 


Bradi2g04170.1 Putative expressed protein Intact Intact 


Bradi2g04180.3 Putative expressed protein Intact Intact 


Bradi2g04190.1 Putative expressed protein Intact Intact 


Bradi2g04197.1 zinc finger, C3HC4 type family protein Deleted Intact 


Bradi2g04210.1 autophagy 18D-like protein Deleted Intact 


Bradi2g04220.1 DUF246 domain-containing protein At1g04910-like Deleted Intact 


Bradi2g04230.1 catalytic/ hydrolase Deleted Intact 


Bradi2g04240.1 flavin-containing monooxygenase YUCCA10-like - - 


Bradi2g04247.1 flavin-containing monooxygenase YUCCA10-like - - 


Bradi2g04257.1 flavin-containing monooxygenase YUCCA10-like - - 


Bradi2g04270.1 ramosa2 Deleted Deleted 


Bradi2g04280.1 RST1 Deleted Deleted 


Bradi2g04290.1 tryptophan aminotransferase-related protein 2-like Intact Intact 


Bradi2g04297.1 Putative expressed protein Intact Intact 


Bradi2g04310.1 galactinol--sucrose galactosyltransferase-like Intact Intact 


Bradi2g04317.1 D111/G-patch domain-containing protein Intact Intact 


Bradi2g04330.1 probable LRR receptor-like serine/threonine-protein kinase 


At4g26540-like 


Intact Intact 


 


The genes encoding C3HC4 zinc finger, AUTOPHAGY18D–LIKE in MHOR 318 and 


RESURRECTION1 in MHOR 318 and MHOR 345 were among the top differentially regulated 


genes in the present study (Supplementary Table 5). The differential regulation observed in 


these genes can be attributed to their deletion in the respective MHOR mutants (Table 3-5) and 


may not be regulated by HvRA2. The 60 K microarray used in the present study did not contain a 


oligo probe for HvRA2 detection because of which the expression differences for HvRA2 could 
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not be detected between mutants and WTs. Nevertheless, qRT–PCR data from three independent 


mutants clearly showed that HvRA2 is down–regulated in vrs4 mutants (Figure 3.3.3). Since the 


two MHOR mutants used for the analysis are X–ray induced and they are not back–crossed to an 


isogenic background, only the genes that consistently showed differential regulation in both 


MHOR mutants were considered for data interpretation. Transcripts of 22 and 33 genes 


commonly showed up- and down-regulation, respectively, in wild types compared to MHOR 


mutants (Supplementary Table 5.)  


3.6.1. Vrs1 is highly down-regulated in vrs4 mutants 


In an attempt to identify the regulators of Vrs1, Sakuma et al. (2013) analyzed the expression of 


Vrs1 in four other known six–rowed mutants, which included vrs2, vrs3, vrs4, and int–c. Among 


these four mutants, Vrs1 expression was significantly lowered in vrs4 followed by vrs2 mutants. 


In the present study, expression analysis of Vrs1 in the vrs4 mutant BW–NIL(vrs4.k) and its 


progenitor MFB104 also showed highly reduced expression of Vrs1 at different spike 


developmental stages including TM, GP, LP, SP, and AP (Figure 3.6.1). Independent of the 


qRT–PCR results microarray analysis in the two MHOR mutants showed yet another compelling 


evidence for Vrs4 mediated Vrs1 regulation. Transcripts of Vrs1 (AB259783, 35_34639) were 


among the top significantly down-regulated in the two MHOR mutants at all stages analyzed in 


the present study (FC: –748.50, [AD] vs. [MHOR 318] & FC: –390, [HH] vs. [MHOR 345], 


(Figure 3.6.2.A, and Supplementary Table 5). In accordance with the observed transcript 


regulation, all vrs4 mutants showed a six–rowed-like phenotype (Figures 3.1.2 and 3.1.3). This 


kind of data clearly indicated Vrs4 as the positive upstream transcriptional regulator of Vrs1. 
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Figure 3.6.1. Relative mRNA expression of Vrs1 in vrs4.k mutant. 


Vrs1 expression in BW-NIL(vrs4.k) and progenitor MFB104. Mean ± S.E. of three biological replicates is 


shown. Expression values are given at the bottom of the graph. 


3.6.2. vrs4 mutants showed down-regulation of genes involved in trehalose biosynthesis 


The microarray data showed differential regulation for two trehalose biosynthetic pathway genes 


encoding trehalose-6-phosphate synthase (TPS) and trehalose-6-phosphate phosphatase (TPP) 


genes in both MHOR mutants and respective WTs. The maize RA3 gene encoding TPP has 


already been implicated in control of inflorescence branch architecture (Satoh-Nagasawa et al., 


2006). The transcripts of TPP (syn. HvSRA), [(catalyse conversion of trehalose-6-phosphate 


(T6P) into trehalose)], were down-regulated in vrs4 mutants (FC: 4.26 [AD] vs. [MHOR318] & 


FC: 3.89 [HH] vs. [MHOR345]). Transcripts of another trehalose biosynthetic gene TPS 


(involved in T6P biosynthesis) were also down-regulated in the two MHOR mutants (FC: 13.6 


[AD] vs. [MHOR318] & FC: 10.5 [HH] vs. [MHOR345]) (Figure 3.6.2.A, and Supplementary 


Table 5). The down-regulation of the two trehalose biosynthetic pathway genes in two vrs4 


TM GP LP SP AP


vrs4.k 0.00 0.00 0.01 0.03 0.03
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mutants (MHOR 318 and MHOR 345) compared to their two-rowed progenitors (AD and HH) 


implicate that the maintenance of T6P homeostasis might be important for determinate 


inflorescence development in barley. 


3.6.3. EGG APPARUS1–LIKE is highly up-regulated in vrs4 mutants 


EGG APPARUS1 (EA1) encodes a secretary protein involved in pollen tube attraction towards 


female gametophyte in maize (Marton et al., 2005). Mutants of EA1 in maize show a highly 


reduced seed set. Interestingly, transcripts of EA1–LIKE were significantly up-regulated in 


MHOR 318 and MHOR 345 mutants compared to WT counterparts at all stages analyzed (FC: 


33.5 [AD] vs [MHOR318] & FC: 32.0 [HH] vs [MHOR345], (Figure 3.6.2.B, and 


Supplementary Table 5). Most likely implications for such a regulation of EA1 in vrs4 mutants 


are discussed in section 4.3.2. 


3.6.4. vrs4 mutants showed differential regulation of transcripts involved in cytokinin 


biosynthesis and auxin transport 


The microarray analysis revealed differential regulation for transcripts of LONELYGUY–LIKE 


(LOG–LIKE) genes which are involved in cytokinin biosynthesis (Kurakawa et al., 2007). The 


LOG genes that were up-regulated in both MHOR mutants included LOG1–LIKE (35_10423) 


and LOG8–LIKE (35_30795, 35_9810, and 35_9790), (Figure 3.6.2.B, and Supplementary 


Table 5). Up–regulation of LOG–LIKE genes in vrs4 mutants indicated that higher amount of 


LOG–LIKE transcripts may promote meristematic activity in vrs4 mutants. It has been shown 


that LOG1 is required for the accumulation of KNOTTED1–type homeobox (KNOX) transcripts 


in rice (Kurakawa et al., 2007). Rupp et al. (1999) showed that overproduction of cytokinin 


resulted in increased steady state levels of KNOTTED gene transcripts. Conversely, KNOTTED 
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proteins are shown to activate cytokinin biosynthesis in the shoot apical meristem (SAM) 


through the induction of ISOPENTENYL TRANSFERASE (IPT) genes in Arabidopsis and rice 


(Yanai et al., 2005; Sakamoto et al., 2006). Thus, KNOTTED and cytokinin may act in a positive 


feedback loop with KNOTTED genes promoting cytokinin biosynthesis and in turn cytokinins 


up–regulate KNOTTED biosynthesis. The microarray data based on two vrs4 mutants showed 


that KNAT3 (KNOTTED1-LIKE3 - Contig25238_at, and 35_10104), (Figure 3.6.2.B, and 


Supplementary Table 5) is up–regulated in both MHOR mutants, suggesting a possible co–


regulation of LOG–LIKE and KNOTTED1–LIKE genes in vrs4 mutants. The differential 


regulation observed for different genes described above in the two vrs4 mutants (MHOR 318 and 


MHOR 345) based on microarray experiments was further validated by qRT-PCR analyses 


(Figure 3.6.4.)   


Transcript levels of genes, glutathione S–transferase (GSTF1–like), vacuolar sorting receptor7–


like, GTP binding protein Rab1–like, protease Do–like14 probably involved in protein 


degradation and cell death were up–regulated in both MHOR mutants in comparison to wild type 


(Figure 3.6.2.B). The up–regulation of these genes might play a critical role in abortion of BIMs 


and ASs/AFs at early spike developmental stages in vrs4 mutants (Figure 3.1.1.) 
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Figure 3.6.2. Gene expression analysis in vrs4 using microarray. 


(A-B) Microarray heat maps show genes conjointly down-regulated (A), and up-regulated (B) in two vrs4 


deletion mutants (MHOR 318 and MHOR 345) and their respective wild types (Ackermann’s Donaria 


and Heine’s Haisa). GP: glume primordium, SP: stamen primordium, AP: awn primordium. The scale at 


the bottom of the heat maps indicates the level of differential regulation observed for different genes 


between WTs and mutants (green color indicates down-regulation and red color indicates up-regulation). 


 


 


 


HarvEST ID MAPMAN DESCRIPTION FUNCAT
35_5446 Expansin-B11-like Cell wall.modification


35_18300 Mannose-6-phosphate isomerase-like Cell wall precursor synthesis


35_16305 Probable aldehyde oxidase2 Hormone metabolism


HvAAO4 Probable aldehyde oxidase2 Hormone metabolism


35_23690 GA 20 oxidase 3-like Hormone metabolism


35_20192 Glutathione S-transferase GSTF1-like Glutathione S-transferases


35_10423 LOG-like (LONELY GUY) Hormone biosynthesis


35_15636 EGG APPARATUS1-LIKE Protein secretion


35_20517 Predicted protein No ontology


35_21218 Predicted protein No ontology


35_23482 Predicted protein No ontology


35_26367 NAC transcription factor No ontology


35_27102 Predicted protein No ontology


35_30795 LOGL8-like Hormone biosynthesis
35_36927 Predicted protein No ontology


35_38706 Predicted protein No ontology


35_49749 Cys-rich receptor-like kinase25 No ontology


35_7553 Predicted protein No ontology


35_9790 LOGL8-like Hormone biosynthesis
35_9810 LOGL8-like Hormone biosynthesis
35_49886 Ser-type peptidase/ trypsin Protein degradation


35_12664 Protein phosphatase2C 21-like Postranslational modification


35_23158 Vacuolar-sorting receptor 7-like Protein secretion


35_18932 ERF110-like Transcription regulation


HB26N23r_at AP2 transcription factor Transcription regulation


35_7835 bHLH128-like Transcription regulation


35_10104 Knotted-1-like 3 (KNAT3) Transcription regulation


Contig25238_at Knotted-1-like 3 (KNAT3) Transcription regulation


35_21780 GTP binding protein Rab1A Signalling.G-proteins


Contig15661_at GTP-binding protein RAB1C Signalling.G-proteins


35_3221 Random slug protein 5-like Transport misc


35_27283 Sugar transport protein 5-like Transporter sugars


Contig24094_at Sugar transport protein Transporter sugars
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HarvEST ID MAPMAN DESCRIPTION FUNCAT
35_37618 FRA1 (FRAGILE FIBER 1) Cell organisation


35_3905 Stem-specific protein TSJT1-like Hormone metabolism


Contig1679_s_at Jasmonate-induced protein1 Hormone metabolism


35_26361 Acyl desaturase4 Lipid metabolism


35_7759 Sister of ramosa3 Minor CHO metabolism


Contig21324_at Trehalose-6-phosphate phosphatase Minor CHO metabolism


Contig12019_at Trehalose-6-phosphate synthase Minor CHO metabolism


35_9180 Cytochrome P450 78A3-like Misc.cytochrome P450


35_9423 Cytochrome P450 CYP78A52 Misc.cytochrome P450


Contig1648_at Glutamine synthetase N-metabolism


35_22300 Methyltransferase-like protein 7A No ontology


35_20005 Predicted protein No ontology


35_21469 Predicted protein No ontology


35_21588 Anthocyanin 5-acyltransferase No ontology


35_37998 Predicted protein No ontology


35_7815 Predicted protein No ontology


35_9809 No description No ontology


35_34639 Vrs1 Homeobox transcription factor Transcription Regulation


AB259783 Vrs1 Homeobox transcription factor Transcription Regulation


35_8337 Weakly similar to WRKY28, partial Transcription Regulation


35_49439 LRR receptor-like ser/thr-kinase Transcription Regulation
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Figure 3.6.4. qPCR validation of differentially regulated genes identified in the vrs4 microarray experiment. 


(A-D) qPCR validation of genes up-regulated in MHOR 318, MHOR 345 (vrs4 mutants) in comparison to their respective wild types 


Ackermann’s Donaria (AD) and Heine’s Haisa (HH). The validated genes include EGGAPPARTUS1 (A), LONELYGUY-LIKE (B-C) and KNOX 


(D). (E-G) qRT-PCR validation of genes down-regulated in vrs4 mutants in comparison to their respective wild types, include Vrs1 (E) 


TREHALOSE PHOSPHATE SYNTHASE (F), SISTER OF RAMOSA3 (syn. TREHLOSE-6-PHOSPHATE PHOSPHATASE) (G). RNA samples 


from three spike developmental stages (glume primordium, stamen primordium and awn primordium) were analyzed. Mean ± S.E of three 


biological replicates is shown. 
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Independent qRT–PCR analyses of few important genes (not present on the microarray and 


identified based on extrapolation of vrs4 mutant phenotype with known mutant inflorescence 


architecture genes characterized in rice or maize), revealed differential regulation for 


CYTOKININ OXIDASE/DEHYDROGENASE (HvCKX2) (Figure 3.6.5), which is involved in 


cytokinin degradation and meristem size (Ashikari et al., 2005). HvCKX2 transcript levels in 


BW–NIL(vrs4.k) and MHOR 318 were lowered (Figure 3.6.5), consistent with higher 


meristematic activity observed in the mutant inflorescences. Transcripts of another gene, 


PINFORMED1–LIKE (PIN1–LIKE) (Galweiler et al., 1998), were also up–regulated in BW–


NIL(vrs4.k) and MHOR 318, suggesting that altered auxin transport affected lateral organ 


development in vrs4 mutants (Figure 3.6.5.) 


 


Figure 3.6.5. Expression of HvCKX2, HvSRA and HvPIN1-LIKE in vrs4 mutants. 


vrs4 mutants BW-NIL(vrs4.k), MHOR  318 and their respective wild types Bowman and Ackermann’s 


Donaria were analyzed. RNAs sampled at awn primordium were used to quantify the expression. HvActin 


was used to normalize target gene expression. Mean ± S.E. of three replicates. 
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3.7. Metabolite analysis in vrs4 mutants showed unaltered pools of Trehalose–6–Phoshate, 


Glucose–6–Phosphate and UDP–glucose 


In higher plants trehalose biosynthesis starts with the condensation of UDP–Glucose (UDP–G) 


and Glucose–6–phosphate (G6P) catalyzed by trehalose–6–phosphate synthase (TPS) leading to 


the formation of trehalose–6–phosphate (T6P) (Cabib and Leloir, 1958). T6P is further 


metabolized to trehalose by trehalose–6–phosphate phosphatase (TPP). Trehalose itself is 


eventually hydrolyzed by trehalase into two molecules of glucose (Elbein et al., 2003) (Figure 


3.7.0.) 


 


 


Figure 3.7.0. Trehalose biosynthesis in higher plants. 


Figure adapted from O’Hara et al., (2012). The condensation reaction of UDP-glucose and glucose-6-


phosphate, catalyzed by trhalose-6-phosphate synthase (1) leads to formation of trehalose-6-phosphate. 


The T6P is acted upon by trehalose-6phosphate phosphatase (2), cleaves phosphate group from T6P , 


releases trehalose. The trehalose is eventually hydrolyzed to two molecules of glucose by trehalase (3).  


Because the vrs4 mutants showed elevated transcript levels for genes encoding TPS and TPP, the 


concentrations of the trehalose biosynthesis precursors UDP-G, G6P and the intermediate T6P, 


were measured in vrs4 mutants MHOR 318, MHOR 345, BW-NIL(vrs4.k), BW-NIL(mul1.a), 


and their respective WTs - AD, HH, and Bowman. Even though the transcript levels of TPS 


(involved in condensation reaction of UDP-G and G6P into T6P), were lowered in the two vrs4 


mutants (MHOR 318 and MHOR 345) in comparison to their respective WTs (AD and HH), the 


metabolite analysis of these two precursors (UDP-G and G6P) did not show significant 


differences in the concentrations between these two mutants, respective WTs. Like-wise no 


UDP-Glucose 


+ 


Glucose-6-phosphate


Trehalose-6-phosphate Trehalose Glucose (2)
1 2 3







88 
 


differences for UDP-G and G6P were observed between Bowman and the Bowman backcross 


derived mutants BW-NIL(vrs4.k), BW-NIL(mul1.a) (Figure 3.7.1.A, and B). Concentration of 


UDP-G showed slight elevation in MHOR 318 in comparison to AD at GP and AP stages; 


however, the concentration of G6P remained similar in MHOR 318 and AD at both 


developmental stages. In a similar manner the concentration of T6P was slightly elevated in 


MHOR 318 at GP and AP. However, in contrast, the concentration of T6P was significantly 


lowered in BW-NIL(vrs4.k) and BW-NIL(mul1.a) in comparison to Bowman. (Figure 3.7.1.C). 


The T6P concentrations between MHOR 345 and its progenitor HH remained similar. 


 


Figure 3.7.1. Metabolite analysis of trehalose biosynthesis precursors, intermediates. UDP-Glucose 


(A), Glucose-6-phosphate (B), and Trehalose-6-phosphate (C) concentrations in vrs4 mutants and wild 


types. 
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4.0. Discussion 


Understanding the genetic basis of variation in inflorescence architecture is important to know 


how the great diversity in plant form has been generated (Malcomber et al., 2006; Kellog, 2007). 


Grass species differ from one another in their arrangement of branches, spikelets and florets 


(Clifford, 1987). Therefore, genes that regulate their arrangement may have been involved in the 


evolution of the grasses (Kellogg, 2001). For example the temporal differences in the onset of 


RAMOSA1 expression in maize, Miscanthus and Sorghum (Andropogoneae species) dictate the 


spikelet pair meristem identity which leads to varied inflorescence architectures in the respective 


species (Vollbrecht et al., 2005). In the tribe Triticeae the number of spikelets per rachis 


internode in different species vary from one to many (Sakuma et al., 2011). However the triple 


spikelet meristem (TSM) is one of the unique and important characteristics of barley 


inflorescence (spike), that gives rise to one central spikelet (CS) and two lateral spikelets (LSs). 


In two-rowed barley (with functional Vrs1) the CS is fertile and the LSs are sterile, whereas the 


six-rowed barleys (with non-functional vrs1) possess fertile central as well as lateral spikelets. In 


barley vrs4 mutants (with intact Vrs1) the characteristic TSM is disrupted leading to more than 


three spikelets per rachis internode and completely fertile lateral spikelets. Thus the wild type 


Vrs4 appears to be important for regulating the inflorescence architecture in barley. The present 


study attempted to identify the genetic determinant underlying vrs4 and the putative targets in its 


gene regulatory network. 
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4.1. Vrs4 (HvRA2) regulates two distinct genetic pathways in barley inflorescence 


development 


The phenotypic and genetic evaluation of vrs4 mutants and the respective WTs clearly indicated 


that Vrs4 is important for regulating two distinct genetic pathways, such as (i) regulation of 


spikelet determinacy, and (ii) regulation of spike row–type. 


4.1.1. HvRA2 regulates spikelet determinacy of barley’s TSM 


The number of spikelets at each rachis internode in barley is generally confined to three in both 


two– and six–rowed types. However, in vrs4 mutants this confinement is relaxed to a large 


extent displaying more than six additional spikelets/florets at maturity apart from the basic triplet 


of spikelets arising from the TSM (Figure 3.1.2.E, F, and G). The proliferation of additional 


spikelets/florets is in fact much more at early stages of spike development than what is observed 


at spike maturity (Figure 3.1.1.C, D, and E). Such a phenotype is consistently observed in all 20 


vrs4 mutants analyzed in the present study (Figure 3.1.3); however, their immediate progenitors 


displayed unaffected spikelet determinacy (determinate TSM with three spikelets per rachis 


internode). Analogous inflorescence indeterminacy phenotypes are also evident in orthologous 


maize ra2 (ZmRA2) mutants. ZmRA2 regulates SPM identity by temporal suppression of 


indeterminate LBM in tassel and confers determinacy to SPMs in both tassel, and cob. In 


mutants of ZmRA2 the SPM identity is delayed due to the derepression of LBM outgrowth in 


tassel. The determinacy of SPMs is also compromised in maize resulting in formation of mixed 


branches in tassel with more than two spikelets arising from the SPM (Bortiri et al. 2006). A 


similar phenotype is also seen in ear inflorescence of ZmRA2 mutants, where the otherwise 


branchless cob is transformed into a branched cob. Interestingly, the gamma-ray induced vrs4 


mutant MC(mul1.a) shows a severe branch outgrowth from the basal to middle portion of spike, 
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a phenotype consistently seen in all spikes on a plant. Such branching phenotype is not seen in its 


progenitor Montcalm (Figure 4.1.1). The branching phenotype in MC(mul1.a) suggests that the 


functional HvRA2 is also important for negative regulation of branch development in barley. The 


spike branching phenotype is also evident from all severe alleles of vrs4 at pre-anthesis 


development; however, these branches are aborted at later stages of spike development (Figures 


3.1.1). Thus the compendium of indeterminate spikelet phenotypes observed in vrs4 mutants 


(HvRA2) and maize ra2 (ZmRA2) mutants clearly indicated that the RA2 orthologs in both 


species (maize, barley) and probably other grass species are important for regulation of spikelet 


determinacy and branch out growth. However, the barley ortholog plays yet another interesting 


role of regulation of row–type identity apart from mediating spikelet determinacy. 


 


Figure 4.1.1. Branching phenotype in vrs4 mutant, MC(mul1.a). 


(A) Mature spike of cultivar Montcalm with determinate triple spikelet at each rachis internode. (B-D) 


Mature spikes of vrs4 mutant, MC(mul1.a) showing various levels of branch proliferation from spike base 


to middle portion of the spike. Scale bar, 5 cm. 


A DCB
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4.1.2. HvRA2 regulates barley row–type pathway 


The row–type identity is specific to the genus Hordeum, and is not seen in any other grass 


species, including the genera from tribe Triticeae. In barley, the row–type identity is conferred 


by lateral spikelet/floret development (six–rowed spike) or abortion (two–rowed spike). 


Komatsuda et al. (2007) showed that Vrs1, an HD–Zip I transcription factor preferentially 


expressed in lateral spikelets, is sufficient to confer the row–type identity. Functional Vrs1 


alleles (Vrs1.b) result in two–rowed spikes; whereas non–functional vrs1.a produces six–rowed 


spikes. However, all of the induced vrs4 mutants analyzed in the present study showed either a 


complete or partial six–rowed phenotype, suggesting that HvRA2 is also important for regulation 


of row–type. Most importantly, the experimental results obtained from the present study showed 


Vrs4 as an important regulator of Vrs1 in the row–type pathway. 


4.1.2.1. Converging evidence for transcriptional regulation of Vrs1 by Vrs4 


One of the most important findings from the present study is the evidence for the transcriptional 


regulation of Vrs1 by HvRA2 (Vrs4). The qRT–PCR and microarray analyses clearly showed that 


the Vrs1 transcripts are significantly down–regulated in vrs4 mutants at different spike 


developmental stages (Figure 3.6.1). Thus, a clear reduction of Vrs1 transcripts in vrs4 mutants 


indicated that HvRA2 directly controls Vrs1 transcripts, and thus the row–type pathway (Figure 


4.1.2.A, and B). 
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Figure 4.1.2. Model of Vrs4 interaction with Vrs1. 


(A) Functional Vrs4 suppresses additional spikelet formation and activates Vrs1 transcription which 


results in aborted lateral spikelets and two-rowed condition. (B) Mutant vrs4 cannot control determinacy 


of the TSM; thus additional spikelets are formed. Transcriptional activation of Vrs1 expression is omitted 


(red cross) resulting in lateral spikelet fertility and a six-rowed phenotype. 


It is well known that functional DNA domains of transcription factor proteins modulate the 


expression of their target genes by binding to the cis–regulatory elements (promoter, 5’UTR, 


introns and 3’UTR) of corresponding genes. Circumstantial evidence supporting this view came 


from the HvRA2 LOB domain consensus DNA recognition motif 5’–CCGGCG–3’ (Husbands et 


al., 2007) present in the Vrs1 promoter region close to the transcriptional start site (–60 to –65 


bp) and also within the 5’UTR (117 bp upstream of start codon ‘ATG’). It is expected that the 


LOB domain of HvRA2 binds to such cis–regulatory elements owing to their close proximity to 


the transcriptional start site of the Vrs1 (Figure 4.1.2-1.A).  Previous in vitro protein binding 


assays in Arabidopsis showed strong binding affinity of LOB domain proteins to this consensus 


motif (Husbands et al., 2007). However, the physical interaction between HvRA2 and Vrs1 cis– 


regulatory elements needs to be established using methods such as yeast one hybrid assays or 


promoter binding and gel mobility shift assays.  
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The temporal changes in the expression patterns of Vrs1 and HvRA2 within the lateral spikelet 


meristems also suggested a putative interaction among these two genes. The transcripts of Vrs1 


start to accumulate in the lateral spikelets at a stage when the TSM starts to differentiate into 


three spikelet meristems (triple mound) (Figure 4.1.2-1.D), with no detectable expression during 


double ridge stage (DR - first reproductive stage) (Figure 4.1.2-1.B; Komatsuda et al., 2007). 


However, the transcripts of Vrs4 start to accumulate at DR stage, in contrast to Vrs1 (Figure 


4.1.2-1.C). Thus, Vrs4 expresses temporally ahead of Vrs1. The temporal advancement of Vrs4 


expression most probably ensures a sufficient overlap between transcripts of Vrs1 and HvRA2 for 


the proposed transcriptional regulation to occur. An overlay of Vrs1 and HvRA2 expression 


patterns based on mRNA in situ hybridization results clearly showed that transcripts of these two 


genes are expressed in a highly overlapping region within the meristems of lateral spikelets, 


suggesting a putative interaction among them (Figure 4.1.2-1.F). In addition to this 


phenomenon, the HvRA2 transcripts show maximum localization in the lateral spikelet meristems 


with a reduced expression in central spikelet meristems at TM stage at which the Vrs1 transcripts 


start to accumulate in the lateral spikelet meristems (Figure 4.1.2-1.E; Koppolu et al., 2013). 


This further indicates that at TM stage the Vrs4 transcripts are prioritized for their localization in 


lateral spikelets than the central spikelets because Vrs1 expression is concentrated in lateral 


spikelets.  


Consistent with the above mentioned findings, the SEM analysis at early spike developmental 


stages in vrs4 mutants BW–NIL(vrs4.k), BW–NIL(mul1.a), and respective WTs also suggested a 


putative interaction between HvRA2 and Vrs1. In Vrs4 WT plants (i.e. two-rowed type; 


functional Vrs1), the growth of lateral floral organs ceases approximately between SP and AP 


stages due to the activity of VRS1 protein, which negatively regulates development in lateral 
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spikelets. However, in vrs4 mutants the lateral floral organs continue to develop normally after 


AP stage and proceed to produce fertile spikelets/florets (Figure 3.1.1.D, and E). This precisely 


indicated that the Vrs1 transcriptional activation activity of Vrs4 is lost in vrs4 mutants, resulting 


in the development of fertile lateral spikelets in vrs4 mutants. Subsequently the majority of vrs4 


mutants analyzed in the current study showed a complete six–rowed phenotype at maturity, 


which is analogous to the six–rowed phenotype of vrs1 mutants (Figures 3.1.2, and 3.1.3). Thus, 


vrs4 mutant spike phenotypes from several independent mutants support the idea that the 


transcriptional regulation of Vrs1 is under the control of HvRA2.   


 


Figure 4.1.2-1. HvRA2 functions as a transcriptional regulator of Vrs1. 


(A) Hypothetical interaction between HvRA2 and Vrs1. HvRA2 protein binds to the LOB domain cis-


recognition element 5’-CCGGCG-3’ present upstream of Vrs1 gene and activates its transcription. -1 bp 


to -60 bp represents the bases upstream of transcriptional start cite of Vrs1. (B-E) In situ localization of 


mRNA expression in Vrs1 and Vrs4. Vrs1 (B) and Vrs4 (C) expression at double ridge, Vrs1 (D) and Vrs4 


(E) expression at triple mound. (F) Overlay of Vrs1 (yellow) and Vrs4 (green) expression pattern at triple 


mound stage. The figures 4.1.2-1.B, D were adopted from Komatsuda et al., (2007) and the figures 4.1.2-


1.C, E, F were adopted from Koppolu et al., (2013.) 
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Yet another interesting evidence for regulation of Vrs1 by Vrs4 was observed from spike 


phenotype of vrs1/vrs4 double mutants. The vrs4 mutant allele MC(mul1.a), was isolated in a 


six–rowed background Montcalm (vrs1.a), and has recessive genetic status at both vrs1 and vrs4 


loci, consequently the spikes of the MC(mul1.a) mutant showed a synergistic spike phenotype 


displaying the six–rowed spike with complete lateral spikelet fertility, as observed in Montcalm, 


and also indeterminate nature of the TSM, diagnostic of vrs4 mutants (Figure 4.1.1). The 


enhanced phenotype observed in MC(mul1.a) mutant suggests that vrs4 functions in regulation 


of the determinate nature of barley’s TSM and also row–type pathway. 


4.2. Genetic regulation of RAMOSA pathway in barley may differ from that of maize and 


other Andropogoneae species. 


In maize the functional RAMOSA pathway is required for the shift from indeterminate long 


branch identity to short branch identity (spikelet pairs) in tassel and repression of branch 


outgrowth in cob inflorescences. The RAMOSA pathway in maize is under the coordinated 


regulation of four genes RA1 [(C2H2 ZINC FINGER transcription factor; (Vollbrecht et al., 


2005)], RA2 [(LBD transcription factor; (Bortiri et al., 2006)], RA3 [(TPP; (Satoh-Nagasawa et 


al., 2006)], and REL2 [(WD40 and CTLH domain containing protein; (Gallavotti et al., 2010)], 


wherein the RA1–REL2 determinacy–providing complex is transcriptionally regulated by RA2 


and RA3 (Gallavotti et al., 2010). Mutations in any of these four genes result in impaired SPM 


identity and extended tassel branching as well as de-repression of branch outgrowth in cob. Such 


a genetic regulation may be unique to maize and other Andropogoneae species, which produce 


their spikelets in pairs. RA1 and RA3 orthologs are specifically found in species belonging to 


tribe Andropogoneae; orthologs of these two genes are not reported in other grasses (Vollbrecht 


et al., 2005; Satoh-Nagasawa et al., 2006). We found the other two genes RA2 and REL2 being 
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present in barley and all other grass species. ZmRA3 is expressed in a highly localized domain at 


the base of axillary meristem primordia (Satoh-Nagasawa et al., 2006). The maize genome has a 


paralog of ZmRA3 dubbed as SISTER OF RAMOSA3 (ZmSRA - physically linked to ZmRA3 in 


maize) that shows 70% AA identity in TPP domain and 65% overall identity to ZmRA3 protein 


(Satoh-Nagasawa et al., 2006).  Interestingly, several grass species including barley (HvSRA) 


possess a homolog of SISTER OF RAMOSA3. The homolog of rice SRA (OsSRA) like ZmRA3 


also shows a highly localized expression pattern at the base of all inflorescence BMs, indicating 


that OsSRA plays a similar regulatory role like ZmRA3 to control inflorescence architecture in 


rice (Satoh-Nagasawa et al., 2006). The microarray analysis of vrs4 mutants from the present 


study showed a significant down-regulation of HvSRA in vrs4 mutant inflorescences, consistent 


with indeterminate nature of TSM in vrs4 mutants. Such regulation suggests that HvSRA is under 


the control of HvRA2, which is an important genetic determinant of barley’s TSM determinacy 


(Figure 4.3.0), whereas ZmRA3 expression is independent of ZmRA2 (Satoh-Nagasawa et al., 


2006) indicating a divergent gene regulation in barley compared to maize.  


Even though a true ortholog of the other RAMOSA pathway gene ZmREL2 (transcriptional co-


repressor) is present in barley, the microarray analysis did not reveal differential regulation for 


HvREL2 transcripts in vrs4 mutants, implying that HvREL2 might also function differently in 


barley and other grasses compared to maize. Recently Yoshida et al. (2013) characterized the 


rice ABERRANT SPIKELET AND PANICLE1 (ASP1) gene, which encodes the rice ortholog of 


ZmREL2. Mutants of ASP1 show pleiotropic phenotypes including de–repression of vegetative 


axillary bud outgrowth, prolonged IM activity and precocious transition of BM to SM and 


reversion of SM into BM. Such phenotypes indicate that ASP1, like maize ZmREL2 plays 


important role in rice inflorescence architecture by imposing determinate fate on different BMs 
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and also by preventing precocious phase transition during inflorescence development. The barley 


REL2 might play a similar role to regulate the determinate spike architecture; however, REL2 


orthologs in barley, rice and other non–Andropogoneae species may bind to a different target 


protein (i.e. RA1 equivalent) to repress the transcription of genes promoting indeterminate 


inflorescence architecture; as orthologs of RA1 are not present in these species (Vollbrecht et al., 


2005.) 


Bai et al., (2012) showed ZmRA2 as an upstream positive regulator for BRANCH ANGLE 


DEFECTIVE1 (BAD1), which controls the angle of basal long branches in maize tassel. In maize 


bad1 mutants, the angle of basal long branches in the tassel is acute which results in upright 


tassel branches, a similar phenotype is also evident in Zmra2 mutant tassels (Bortiri et al., 2006). 


The qRT–PCR analyses in three independent vrs4 mutants in the present study showed that the 


transcripts of orthologous barley BAD1 (HvBAD1) are down-regulated in vrs4 mutants indicating 


a similar regulation in barley (HvRA2 upstream of HvBAD1) (Figure 4.2.0). However, as the 


spike inflorescence of barley does not possess long branches no visible alteration of spike 


phenotype was observed in vrs4 mutants, suggesting that HvBAD1 may play a different role in 


barley inflorescence development. 
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Figure 4.2.0. HvBAD1 expression in vrs4 mutants.  


HvBAD1 expression in BW-NIL(vrs4.k), MHOR 318, MHOR 345 and respective wild types Bowman, 


Ackermann’s Donaria, Heine’s Haisa. Mean ± S.E of three biological replicates is shown. TM: Triple 


Mound; GP: Glume Primordium; LP: Lemma Primordium; SP: Stamen Primordium; AP: Awn 


Primordium. 


4.2.1. Evolution of RAMOSA2 


The well-understood RAMOSA gene network in maize appears to be specific to species of tribe 


Andropogoneae. Apart from the species belonging to tribe Andropogoneae (subfamily 


Panicoideae), orthologs of RA3 are also seen in other species of Panicoideae [(for example 


SvRA3 in foxtail millet (Setaria italica subsp. viridis L.), (tribe Paniceae)] (Satoh-Nagasawa et 


al., 2006). However, the presence of RA1 orthologs outside Andropogoneae has not been 


documented (Vollbrecht et al., 2006). On the other hand orthologs of RA2 and REL2 are present 


in most of the grass species (Bortiri et al., 2006; Gallavotti et al., 2010). A closer look at the 


phylogenetic evolution of RA2 proteins from different grass species analyzed in the present 
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study clearly reflected the grass evolutionary history (Figure 3.4.0). The RA2 proteins from the 


species of grass subfamily Panicoideae (species belonging to tribes Andropogoneae, Paniceae) 


showed a clear divergence from the species belonging to other subfamilies of monophyletic BEP 


clade (Bambusoideae, Erhartoideae, Pooideae – includes bamboo, rice, barley, wheats and oat) 


probably owing to the different regulation of RAMOSA pathway (RA1 and RA3 are not seen in 


the subfamilies of BEP clade). The two monophyletic groups Panicoideae and BEP had a 


common ancestor 50 million years ago (Mya) (Gaut, 2002), the RA3 paralogs might have 


originated via the duplication of SRA in Panicoideae grasses possibly after their divergence from 


other grass species (BEP clade). The unique presence of RA1 orthologs in Andropogoneae 


species indicates that RA1 could have originated from duplication in the species of tribe 


Andropogoneae (After the divergence of Andropogoneae from other Panicoideae grasses). 


However, the presence of RA2 and REL2 in most of the grass species suggests an ancient origin 


for these two genes compared to RA1 and RA3. Thus, RA2 as the central regulator of the 


RAMOSA pathway might have evolved different gene regulatory networks in species belonging 


to the BEP clade owing to the absence of RA1 and RA3 orthologs in those species.   


4.2.2. HvRA2 is co–opted for regulating row–type phenotype in barley 


Co–option is the process by which an orthologous gene acquires new function in a different 


species, while it may or may not retain its ancient function (True and Carroll, 2002). Co–option 


occurs when natural selection finds new uses for existing genes during speciation (e.g duplicated 


genes). It has been reported that co–option of transcription factor proteins for different purposes 


in different tissues is a common mechanism during evolution and development (Carroll, 2005). 


The presence of functional RA2 in different grass species is probably important for the regulation 


of determinate inflorescence architecture in various species. However, the vrs4 mutants display 
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two distinct spike phenotypes, which include indeterminate nature of barley’s TSM and lateral 


spikelet fertility conferring a six–rowed phenotype. Thus, in barley, HvRA2 appears to be co–


opted for regulating the row–type phenotype while retaining its ancient function to control 


determinate spike architecture. The barley row-type is majorly regulated by Vrs1, which arose 


after duplication of a closely related HD–Zip I paralog HvHOX2 (2HS) with global expression 


pattern. Following gene duplication, the Vrs1 has acquired unique expression pattern in LSs and 


neofunctionalized to suppress LS fertility (Sakuma et al., 2010). The row–type phenotype is only 


evident in species of Hordeum and not seen in maize and even in its close relatives wheat and 


Brachypodium. Barley and wheat have an evolutionary divergence time of approximately 13 


million years. Thus, the row–type phenotype in barley might have a very recent origin. The 


phenotypic and gene expression analyses of vrs4 mutants in the present study clearly showed that 


HvRA2 controls the row–type pathway by transcriptionally regulating the row–type gene Vrs1, 


indicating that HvRA2 co–opted for regulating row–type through Vrs1. 


4.3. Gene expression analysis using microarray indicated that HvRA2 may regulate 


phytohormones and trehalose-6-phosphate biosynthesis and metabolism 


4.3.1. HvRA2 may control trehalose-6-phosphate homeostasis 


Trehalose-6-phosphate (T6P) has emerged as a powerful signaling molecule for plant 


metabolism and development in the recent past (Zhang et al., 2009; Martinez-Barajas et al., 


2011; O'Hara et al., 2013), the levels of T6P are controlled by Trehalose-6-phosphate Synthase 


(TPS) and Trehalose-6- Phosphate Phosphatase (TPP). In plants, T6P acts as an inhibitor of 


sucrose non–fermenting (SNF1)–related protein kinase1 (SnRK1), which activates a cascade of 


degradation pathways under limiting carbon source (Zhang et al., 2009; Paul et al., 2010; 


Martinez-Barajas et al., 2011). When a plant’s carbon energy status is low (low sucrose, glucose 
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and T6P) the SnRK1 inhibition by T6P is compromised and subsequently SnRK1 activates genes 


involved in degradation processes, photosynthesis and inhibits those involved in biosynthetic 


processes (Baena-Gonzalez et al., 2007). The Arabidopsis and rice genomes harbor 11 TPS genes 


(AtTPS1 – AtTPS11 and OsTPS1 – OsTPS11). However, only AtTPS1 and OsTPS1 were shown 


to have T6P synthase activity (Blázquez et al., 1998). It has been shown that the other rice TPS 


genes, which do not have T6P synthase activity (especially OsTPS5 and OsTPS8) form a protein 


complex and regulate the activity of OsTPS1 (Zang et al., 2011). Thus all TPS genes appear to be 


involved in trehalose biosynthesis either directly (TPS1 involved in T6P biosynthesis) or 


indirectly (TPS5 and TPS8 regulating TPS1). The Arabidopsis genome contains ten TPP genes 


(AtTPPA – AtTPPJ); and all of these were reported to encode a functional TPP enzyme with 


phosphatase activity (Vandesteene et al., 2012). Whereas in rice nine TPP genes were identified 


(OsTPP1 – OsTPP9) and OsTPP1 and OsTPP2 were shown to have phosphatase activity 


(Pramanik and Imai, 2005; Shima et al., 2007). T6P is also important for sugar utilization in 


plants. The Arabidopsis tps1 mutants, which fail to make T6P, are embryo lethal and super-


sensitive to exogenously supplied sugar (Schluepmann et al., 2003). By contrast, the high levels 


of T6P promote efficient utilization of exogenously supplied sugar and show growth increase 


when compared with wild type plants (Schluepmann et al., 2012). The abnormal growth increase 


is also evident in maize ra3 mutant inflorescences, which do not have a functional TPP (Satoh-


Nagasawa et al., 2006). The absence of TPP activity in Zmra3 mutants may lead to T6P 


accumulation allowing efficient sugar utilization and a corresponding growth increase. 


The microarray gene expression analysis in vrs4 mutants showed down–regulation of HvSRA, 


(encodes a Trehalose-6-Phosphate Phosphatase), implying that T6P levels might be elevated in 


vrs4 inflorescences. Thus, elevated T6P pools in vrs4 mutants may possibly promote the 
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abnormal growth increase and indeterminate nature of TSM. However, transcripts of the other 


trehalose biosynthetic pathway gene TPS (involved in T6P biosynthesis) were also down-


regulated in vrs4 mutant inflorescences. Such a down-regulation of transcripts of both TPP and 


TPS could suggest a feedback regulation (down-regulation) of TPS due to the abundant T6P 


pools arising from the lowered TPP activity in vrs4 mutants (Figure 4.3.0). On the other hand, 


the barley TPS gene, which is down-regulated in vrs4 mutants (Contig12019_at), may not 


possess the T6P synthase activity as is the case with the majority of rice and Arabidopsis TPS 


genes. The lack of T6P synthase transcript activity (Contig12019_at) is also evident from the 


metabolite data which showed no significant differences for UDP–Glucose and Glucose-6-


Phosphate (G6P) concentrations, the substrates for the TPS condensation reaction (if the 


Contig12019_at has T6P synthase activity the pools of the substrates UDP–G and G6P might be 


lowered) (Figure 3.7.1). Surprisingly, the metabolite data did not reveal significant differences 


for T6P levels between vrs4 mutants and WTs (Figure 3.7.1). In a recent study, Wahl et al., 


(2013) showed that accumulation of T6P in Arabidopsis shows diurnal rhythmicity, with 


maximum T6P accumulation towards the end of light phase during the day. The maximum T6P 


accumulation also overlapped with the expression onset of circadian regulated genes CONSTANS 


and FT. This phenomenon might also hold true for barley and other monocot species. The 


probable reason for the unaltered pools of T6P observed in metabolite analysis could be due to 


the lack of time course sampling of spike tissue over the day because T6P accumulation may 


follow diurnal rhythmicity. Moreover, Carillo et al. (2013) while analyzing the T6P pools in 


maize ra3 mutant tassels, collected in a time course manner, also did not find significant 


differences between mutants and WTs; instead they found lowered trehalose and trehalose:T6P 


ratio in ra3 mutants. Thus, in maize ra3 mutants, altered trehalose and trehalose:T6P ratio may 
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promote the abnormal growth increase in tassel and ear branches. A similar mechanism might be 


functioning in barley vrs4 mutants, which need to be tested in future.  


4.3.2. HvRA2 may regulate active cytokinin pools and polar auxin transport 


The role of cytokinins in development of plant reproductive meristems and grain yield has been 


well documented (Ashikari et al., 2005; Rijavec et al., 2009; Zalewski et al., 2010; Bartrina et al., 


2011). In the present study, the gene expression analyses using microarray and qRT–PCR 


showed differential regulation for genes involved in cytokinin biosynthesis and metabolism. The 


transcripts of HvCKX2, a cytokinin oxidase/ dehydrogenase involved in cytokinin catabolism 


were down-regulated, indicating that higher levels of cytokinins are maintained in vrs4 


inflorescences to promote the meristematic activity (Figure 4.3.0). The CKX is a small gene 


family with 11 gene family members (CKX1 – CKX11) in most of the Poaceae species including 


barley, rice, maize, sorghum, foxtail millet, and Brachypodium (Mameaux et al., 2012). In a 


classical QTL cloning study of rice Gn1a, Ashikari et al., (2005) showed that mutations in 


OsCKX2 lead to an increase in cytokinin levels and a corresponding increase in grain numbers 


by promoting meristematic activity of different branch meristems in rice inflorescence. Zalewski 


et al. (2012) also showed that knock out of barley CKX2 (HvCKX2) resulted in elevated 


cytokinin levels and a corresponding yield increase. A similar yield increase due to elevated 


cytokinin levels was also observed in transgenic knockouts of HvCKX1 and TaCKX1 in barley 


and wheat, respectively (Zalewski et al., 2010). In contrast, constitutive over-expression of 


HvCKX1 resulted in failure of transition to flowering in barley (Mrizova et al., 2013). In vrs4 


mutant spikes also the number of spikelet/floret meristems were increased probably due to the 


lowered activity of HvCKX2 and a corresponding increase of cytokinin concentration. However, 


comparative analysis of active cytokinins in vrs4 mutant and wild type inflorescences would 







105 
 


clarify whether the observed down-regulation of HvCKX2 contributes to elevated cytokinin 


levels and a corresponding increase of meristematic activity in vrs4 inflorescences. 


The microarray data also revealed higher transcript abundance for the LONELY GUY–LIKE 


(LOG-like) genes in vrs4 mutants (Figure 4.3.0). LOG catalyzes the conversion of inactive 


cytokinin nucleotides to active cytokinin. The rice genome has 11 LOG-like genes (Kurakawa et 


al., 2007); however, only seven of these orthologs have been reported in the barley genome 


(Mrizova et al., 2013). In rice, LOG1 has been shown to be important for BM activity and grain 


yield. The mutants of rice LOG1 with lowered cytokinins showed a small panicle with reduced 


number of primary, secondary and tertiary (spikelets) branches (Kurakawa et al., 2007). The 


higher LOG–LIKE transcripts in vrs4 inflorescences may probably lead to high cytokinin 


concentrations and enhanced meristematic activity. Thus, the co–ordinated regulation of the two 


genes involved in cytokinin biosynthesis and catabolism (LOG1–LIKE and HvCKX2) may play 


an important role in vrs4 inflorescence development. The vrs4 mutants also showed elevated 


transcript levels of auxin efflux carrier, HvPIN1-LIKE, which may lead to elevated auxin 


transport which might be important for enhanced meristematic activity. 


Apart from the genes involved in phytohormone biosynthesis and metabolism, vrs4 mutants also 


showed regulation for EA1-LIKE, a secretary protein involved in pollen tube growth and ovule 


fertilization (Marton et al., 2005). The up–regulation of EA1–LIKE transcripts in vrs4 mutants 


can be attributed to two important developmental changes, (i) more EA1–LIKE protein in vrs4 


mutants may be needed to fertilize ovules of lateral spikelets (six–rowed condition), whereas in 


two-rowed condition the ovules of lateral spikelets do not require EA1-LIKE activity because 


lateral florets are aborted in two-rowed types. In such a situation one can assume Vrs1 as a 
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negative regulator of EA1 in two-rowed types; however, further experiments are needed to test 


the EA1-LIKE transcript levels in two- and six-rowed spikes to validate this assumption. 


Alternatively, (ii) elevated levels of EA1–LIKE transcripts may be required to promote the 


fertility of proliferating additional spikelets/florets formed in vrs4 mutants (Figure 4.3.0.) 


  


Figure 4.3.0. Models of Vrs4 interactions showing putative targets of HvRA2. 


HvRA2 may regulate transcripts of trehalose-6-phosphate synthase (TPS) and HvSRA, a putative 


trehalose-6-phosphate phosphatase, thereby maintaining T6P homeostasis and spikelet 


determinacy. In Vrs4, transcript levels of PIN1-LIKE are maintained at constant level but are up-


regulated in vrs4. In wild type plants, HvRA2 functions up-stream of HvHox1 (Vrs1), which in 


turn may down-regulate transcripts of EA1-LIKE, resulting in abortion of lateral florets, possibly 


producing a two-rowed spike (hypothetical). However, up-regulation of EA1-LIKE in vrs4 


mutants may likely be due to enhanced meristematic activity related to the six-rowed spike 


phenotype and additional spikelets/florets. Transcript levels of genes involved in meristematic 
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activity, e.g. cytokinin oxidase (CKX2), LONELY GUY-LIKE and KNOX genes are also regulated 


by HvRA2. + and – signs indicate up and down-regulation respectively in the wild type (Vrs4 – 


two-rowed condition).  


4.4. The reduced sequence variation at HvRA2 may represent purifying selection 


The re–sequencing data of HvRA2 (Vrs4) across diverse barley germplasm showed very limited 


and synonymous natural variation. The 3’UTR region was completely conserved across the 77 


genotypes surveyed. A highly reduced level of polymorphisms in the 3’ regulatory regions was 


also observed in maize domestication loci RA1 (Sigmon and Vollbrecht, 2010) and GRASSY 


TILLERS1 (Whipple et al., 2011). Unlike Vrs1 and Int–c, Vrs4 did not show any natural variation 


that contributes to differences in row–type. One possible reason for such low level of natural 


sequence variation may be is the result of purifying selection (negative selection) of the naturally 


occurred variation at Vrs4 in two– and six–rowed barleys in the past, which otherwise would be 


deleterious and disrupts determinate nature of the TSM, leading to disordered spike formation. In 


case of strong purifying selection, purging of deleterious mutations results in occasional removal 


of linked variation producing a decrease in the level of variation surrounding the locus under 


negative selection. A sequence polymorphism survey around the Vrs4 locus in two of the 


mapping parents BW–NIL(vrs4.k) and Golden Promise used in the present study revealed very 


much reduced variation (2 SNPs in approximately 60 kb of sequence surveyed). This could be 


the effect of naturally occurred purifying selection in the Vrs4 genomic region. However, a more 


detailed sequence analysis in and around the Vrs4 locus is required in order to make such claims.  


The other possible reason for such a low level of polymorphism might be due to the suppressed 


meiotic recombination in the Vrs4 genomic region resulting in a genetic variation bottleneck.  
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In cultivated barley, the intermedium spike types with enlarged lateral spikelets/florets represent 


a large and diverse phenotypic row–type class. The phenotypic analysis of weak vrs4 mutant 


alleles showed reduced determinacy of TSM and a row–type phenotype which is analogous with 


intermedium barleys (Figure 3.1.3). In the present study, the sequence variation at the Vrs4 locus 


was not sampled in intermedium barleys. It might be possible that the weaker natural mutant 


alleles of vrs4, which do not show a major effect on determinate nature of TSM, are still hidden 


in intermedium barleys. 


5.0. Outlook  


Unlike barley, the sorghum and rice panicles are branched. The RAMOSA2 expression in these 


species starts after the initiation of primary branch meristems (Bortiri et al., 2006). In branchless 


barley inflorescence, HvRA2 expression initiates as early as double ridge stage, which is 


regarded as the first reproductive phase (temporally ahead compared with rice and Sorghum RA2 


expression), whereas at triple mound stage the HvRA2 expression is localized in lateral spikelet 


meristems and also within the boundary domain between central and lateral spikelet meristems, 


most likely confining the TSM to three spikelets (Koppolu et al., 2013). This indicates that the 


expression pattern of HvRA2 is important for the number of spikelet meristems at each rachis 


internode and subsequently TSM identity in barley. Based on such spatial and temporal 


expression pattern regulation of RA2 in rice (OsRA2), sorghum (SbRA2), and barley (HvRA2) 


one could hypothesize that timing of RA2 expression is crucial for the confinement of number of 


spikelet meristems in these species. Such hypothesis can be tested by promoter swapping 


experiments. For example, the barley RA2 coding sequence (CDs) can be swapped with SbRA2 


or OsRA2 promoter and complemented into a vrs4 mutant to see whether the barley CDs driven 


by these heterologous promoters could completely recover a functional Vrs4 phenotype 
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(determinate TSM and two-rowed spike). If the expression of HvRA2 is delayed under Sorghum 


or rice RA2 promoter, the wild type phenotype (determinate TSM and two-rowed spike) may be 


partially restored. Within the tribe Triticeae, the TSM is only seen in barley, whereas the other 


species in this tribe including wheat, rye, and triticale possess single spikelet meristem at each 


rachis internode. The double ridge stage seen in barley is also evident in the spike development 


of wheat; however, the double ridge in wheat differentiates into one spikelet meristem instead of 


three as seen in barley. Such a difference in number of spikelets per rachis internode in closely 


related species (wheat and barley) could be due to the dosage effect of RA2 expression at double 


ridge stage in these two species (HvRA2 starts to express from double ridge stage, Figure 4.1.2-


1.C). It could be hypothesized that expression of RA2 in wheat at double ridge is much stronger 


than in barley, which results in only one spikelet per rachis internode. This can be simply tested 


by driving RA2 expression in barley under wheat RA2 promoter to validate the promoter activity 


differences of wheat and barley RA2. These experiments will give an understanding about the 


correlation between inflorescence morphology and gene expression pattern and also whether the 


changes in gene expression pattern are causative of observed morphological changes. Results 


obtained from such studies would provide a better understanding and a deeper insight into the 


origin of different inflorescence architectures in grasses. 


Two independent and elegant studies, conducted by Gendron et al. (2012) and Bell et al. (2012) 


demonstrated the importance of brassinosteroid (BR) homeostasis in organ boundary formation 


in Arabidopsis.  Bell et al. (2012) showed that the Arabidopsis LOB domain transcription factor 


negatively regulates BR accumulation by directly activating a BR inactivating enzyme (BAS1) 


thereby down-regulating the BR levels in the boundary domain between organ primordia and 


SAM, promoting organ boundary formation.  The expanded LOB expression domain in 
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brassinazole resistant1 (bzr1) mutants with elevated BR concentrations lead to organ fusion 


(Bell et al., 2012). Consistent with this several members of the LBD gene family were identified 


as BZR1 target genes (Sun et al., 2010). In line with these findings, the mRNA in situ data 


showed that HvRA2 (a LBD family transcription factor) localizes with in Lateral Spikelet 


primordia (LS) and the boundary between LS and central spikelets (CS) at triple mound stage 


(Figure 4.1.2-1.E). Because HvRA2 activity is lost in barley vrs4 mutant inflorescences, the 


boundary formation between the SMs within the TSM is affected; probably due to the disturbed 


brassinosteroid homeostasis (brassinosteriod homeostasis might be under the control of HvRA2). 


It has also been shown that accumulation of DWARF4, a key brassinosteroid biosynthetic gene is 


stimulated by auxin response (Chung et al., 2011). The expression analysis revealed elevated 


expression of PIN1-LIKE gene in vrs4 mutants, which may probably elevate auxin transport, 


activity and subsequently more BR accumulation in vrs4 inflorescences resulting in failure of 


boundary formation between the SMs within the TSM. However, a more detailed future work is 


needed to confirm this phenomenon in barley vrs4 mutants by conducting experiments such as 


(1) measurement of brassinosteroid and auxin concentrations in vrs4 mutants, WTs and also the 


transgenic lines over-expressing HvRA2. (2) Independently, the brassinosteriod accumulation can 


be manipulated in vrs4 mutants, (for example suppression of excessive brassinosteriod 


accumulation) and the corresponding phenotypes can be evaluated. 


It would be important to understand the molecular gene regulatory networks underlying HvRA2 


that shape the architecture of barley inflorescence. HvRA2 encodes a LOB domain transcription 


factor. Transcription factors are known to modulate gene expression by binding to the cis-


regulatory regions of their target genes. The global binding targets of the transcription factors 


can be identified by methods like chromatin immune precipitation sequencing (Chip seq). This 







111 
 


method has already been proven useful for identifying binding targets and molecular networks of 


maize TFs like RAMOSA1 (Eveland et al., 2014), KNOTTED1 (Bolduc et al., 2012) and IDEAL 


PLANT ARCHITECTURE1 (Lu et al., 2013) of rice. Elucidation of gene regulatory networks 


underlying HvRA2 using chipseq would provide a molecular mechanism underlying 


inflorescence development in barley and probably other closely related species (Triticeae). In the 


present study, the microarray analysis was conducted to identify the differentially regulated 


genes between vrs4 mutants and wild types. However, the current 60 K microarray does not 


represent a complete barley gene set, which can potentially lead to missing of important gene 


regulation. This problem can be circumvented by using RNA sequencing by which the global 


expression differences between vrs4 mutants and wild types can be assessed on a rather complete 


scale. By using methods like chipseq and RNA seq it would be possible to identify the direct 


targets of Vrs4. Elucidation of the mechanisms of interaction among these targets and further 


functional evaluation of these targets in HvRA2 gene regulatory network forms an important and 


exciting follow up study to the present work. 
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6.0. Summary 


Inflorescence architecture of barley (Hordeum vulgare L.) is commonly observed among 


Triticeae species, which bear one to many spikelets at each rachis internode. The triple spikelet 


meristem (TSM) is one of the unique features during barley spike development, in which three 


spikelets (one central and two lateral spikelets) are produced at each rachis internode. Based on 


the fertility of the lateral spikelets, the barley spikes can be categorized into two- and six-rowed 


spikes. The two-rowed spikes possess sterile lateral spikelets (two kernel rows); whereas the six-


rowed spikes show fertile lateral spikelets (six kernel rows) and produce increased grain yield 


per spike compared to two-rowed spikes. The conversion from a two-rowed spike to a six-rowed 


spike is majorly controlled by Vrs1, which encodes a homeodomain-leucine zipper class I 


homeobox protein (Komatsuda et al., 2007). Lateral spikelet fertility and floret size is 


quantitatively regulated by another locus, int-c, which encodes the barley ortholog of maize 


TEOSINTE BRANCHED1 (Ramsay et al., 2011.) 


 In the present study, with the help of genetic mapping and mutant analysis, the genetic 


determinant underlying another row-type locus, Six-rowed spike 4 (Vrs4), has been identified as 


the barley ortholog of the maize (Zea mays L.) inflorescence architecture gene RAMOSA2 (RA2). 


The RA2 had already been implicated in the control of inflorescence branch architecture in maize 


and is one of the important regulators of the maize RAMOSA pathway (Vollbrecht et al. 2005; 


Bortiri et al. 2006; Satoh-Nagasawa et al. 2006). The vrs4 mutant analysis showed that eighteen 


coding mutations (out of 20 allelic mutants) in barley RA2 (HvRA2) were specifically associated 


with lateral spikelet fertility and loss of spikelet meristem determinacy. Expression analyses 


through mRNA in situ hybridization and microarray showed that Vrs4 (HvRA2) controls the row-


type pathway through Vrs1 (HvHox1), a negative regulator of lateral spikelet fertility in barley. 
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Moreover, Vrs4 may also regulate transcripts of barley’s SISTER OF RAMOSA3 (HvSRA), a 


putative trehalose-6-phosphate phosphatase (TPP), involved in T6P homeostasis. The T6P 


homeostasis has already been implicated to control spikelet determinacy in maize; a similar 


mechanism might be responsible inflorescence development in barley. The global gene 


expression data obtained by microarray analysis illustrated that although RA2 is conserved 


among different grass species, its down-stream target genes appear to be modified in barley and 


possibly other species of tribe Triticeae giving rise to various inflorescence architectures in 


different species. 
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7.0. Zusammenfassung 


Die Blütenstandsarchitektur der Gerste (Hordeum vulgare L.) ist ein typisches Merkmal vieler 


Triticeae-Arten, wobei i.d.R. ein bis mehrere Ährchen pro Spindelstufe gebildet werden. Das 


sog. Dreifache-Ährchen-Meristem (Triple-Spikelet-Meritem, TSM) ist ein Alleinstellungs-


merkmal der Gattung Hordeum, wodurch es der Gerste ermöglicht wird, drei Ährchen pro 


Spindelstufe zu bilden (ein sog. Zentral- und zwei Lateral-Ährchen). Basierend auf der Fertilität 


der Lateral-Ärchen wird Gerste i.d.R. in zwei Zeiligkeitsklassen unterteilt: zwei- und 


sechszeilige Gerste. Zweizeilige Gerstenähren zeigen dabei sterile Lateral-Ährchen (nur zwei 


Körner), wohingegen sechszeilige Ähren fertile Lateral-Ärchen besitzen (sechs Körner) und 


daher im Vergleich mit zweizeiligen Ähren einen erhöhten Kornertrag pro Ähre aufweisen. In 


Kulturgersten ist der Unterschied zwischen zwei- und sechzeiliger Gerste i.d.R. durch das Vrs1 


Gen bestimmt, welches für ein HD-Leucin zipper class I homeo box Protein kodiert (Komatsuda 


et al. 2007). Allerdings kann die Fertilität der Lateral-Ährchen sowie die Grösse der Lateral-


Blütchen auch durch den Int-c Lokus, für welchen das Gersten-Orthololog des Mais TEOSINTE 


BRANCHED1 kodiert (Ramsay et al. 2011), in quantitativer Weise reguliert werden. 


In der vorliegenden Arbeit wurde mit Hilfe von Kartierungs- und Mutantenanalysen die 


genetische Grundlage des Zeiligkeitslokus Six-rowed spike 4 (Vrs4) als Gersten-Ortholog des 


Mais (Zea mays L.) Blütenstandgens RAMOSA2 (RA2) idenfiziert. RA2 ist ein wichtiger Teil des 


in Mais vorkommenden RAMOSA-Pathways (Vollbrecht et al. 2005; Bortiri et al. 2006; Satoh-


Nagasawa et al. 2006). Die vrs4-Mutantenanalyse in Gerste zeigte, dass 18 Mutationen im 


kodierenden Bereich des Gersten-RA2 (HvRA2) Gens spezifisch mit der Fertilität der Lateral-


Ährchen und dem Verlust der Ährchenmeristem-Determinierung assoziiert waren. 


Expressionanalysen mittels mRNA in situ-Hybridisierung und Microarrays zeigten, dass Vrs4 
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(HvRA2) über das Zeiligkeitsgen Vrs1 (HvHox1), einem negativen Regulator der Fertilität der 


Lateral-Ährchen in Gerste, den sog. Zeiligkeits-Pathway kontrolliert. Desweiteren zeigten die 


Arbeiten, dass Vrs4 möglicherweise auch die Transkripte einer putativen Trehalose-6-Phosphat 


Phosphatase (TPP), das Gerstengen SISTER OF RAMOSA3 (HvSRA), reguliert und hierüber u.U. 


an der T6P-Homeostase beteiligt ist. Dass die T6P-Homeostase bereits die Anzahl der Ährchen 


determinieren kann, wurde bereits in Mais gezeigt; ein ähnlicher Mechanismus könnte auch in 


Gerste für die Blütenstandsentwicklung vorliegen. Die durchgeführte globale 


Genexpressionsanalyse mittels Microarray in Gerste illustrierte dabei deutlich, dass sich, obwohl 


das RA2 Protein in vielen verschiedenen Gras-Arten vorkommt, die gefundenen 


Geninteraktionen in Gerste, und auch möglicherweise anderer Triticeae-Arten, klar von denen in 


Mais unterscheiden. Die so detektierten Geninteraktionsunterschiede tragen möglicherweise zur 


Diversität der Blütenständsbildung verschiedener Gräserarten bei. 
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9.0. Supplementary Information 


Supplementary Table 1a. List of markers used for genetic mapping of vrs4. 


Marker Rice Orthologue Forward sequence (5'-3') Reverse sequence (5'-3') Tm 


(˚C) 


Fragment 


size (bp) 


Method of 


genotyping 


CAPS 


Enzyme 


vrs4.k × 
Golden Promise 


Barke × 


vrs4.k  


Hv04140 LOC_Os01g07320 TACTTTTCCTGCACCCTGC CTATAACTAGACTAGCTCTGCAATCATC 55 436 CAPS Sau96I Monomorphic Polymorphic 


Hv04130 LOC_Os01g07310 GTGAAGGAAGGCGAATCAGAC GGAGATGTTCATATTAGTGTAGCAAGT 55 1058 CAPS Hpy188I Monomorphic Polymorphic 


Hv0167800 LOC_Os01g07350 GCTCAATCCTCGTAACCGTG GCACGCAAAGAATCTTCATCG 55 1400 CAPS Sau96I Monomorphic Polymorphic 


Hv04180BV LOC_Os01g07370 CTGAGCCACAGAAGTCCTG CTCCAGATGCACTCATCAGAG 55 1206 CAPS Kpn2I or 


MspI 


Monomorphic Polymorphic 


Hv03717 LOC_Os01g73910 CAGAACACCTTGCTGCTCAA CATGATCGCACTTGAGGTGA 55 500 CAPS TaqI Polymorphic Polymorphic 


Hv04380 LOC_Os01g07590 TGTGTTCATCTGAGCTTTGCAG CTACTACTGTTCTTGCAGACGG 55 1106 CAPS HincII Polymorphic Polymorphic 


DQ327702 LOC_Os01g07480 AGTAGTTAGCATTCGGAAGAAACG CTCATGAAGCTAGCATATATACACGC 55 964 CAPS Sau96I or 


MwoI 


Polymorphic Polymorphic 


Hv04317 LOC_Os01g07540 TCCTGTGCGTGAAGTTCATC CCAATGAGTCCATGTCCTCG 55 1583 CAPS MvaI or 


DrdI 


Monomorphic Polymorphic 


Hv45740 LOC_Os01g47340 CCACTACAACAACCCGCGGAA TGGTGGAAGTGACAAGTGCTTTGC 55 2400 CAPS HinfI Polymorphic Polymorphic 


Hv49520 LOC_Os01g54020 GAGTAGTTTCTGGTGTACAGCC GGATGTCAGAAGCCATTAGAACAG 55 2100 CAPS AseI Polymorphic Polymorphic 


Hv49560 LOC_Os01g54050 CACTCGTTCATTCATATAAATGG GGAAATAGGATTCTAGTTTCTGC 50 1470 CAPS EcoRV Monomorphic Polymorphic 


12_31529 LOC_Os01g54550 AACCACAAATCTGAGAAATATCACCA CGATATAGCAGAGTCCGCC 55 600 CAPS BstUI Polymorphic Polymorphic 


Hv49870 LOC_Os01g54560 GAAAGTGCTTTGGTGTGGC AGCATGGTGGCCACTTC 55 1100 CAPS BccI Polymorphic Monomorphic 


Hv04430 LOC_Os01g07700 TGCTTACGGATATGGTGTTTTGG ATCAAATGGTGGGGTGTCAC 55 1780 CAPS HpyF10VI Polymorphic Monomorphic 


Hv03800 LOC_Os01g74650 GTATCTCAACAGGATCGTCAAGG GAATAACAGGCACAATTCAGCTG 55 1324 CAPS NsiI Polymorphic Monomorphic 


101_102 LOC_Os01g55740 GATCAGATCCAGCCCTTCCTAATTC GCCATTGTGCTTCTTCACATTTTTC 55 800 CAPS HaeIII Polymorphic Monomorphic 


103_104 LOC_Os05g22614 GAAGAACCCCTTCTTTGTCGACTT TAGTCTTCAGTGAGTGACGCCTTG 55 663 CAPS NGOMIV Polymorphic Polymorphic 


139_140 LOC_Os01g65080 GAGGAAGAACTGAGACGGTCATACA TCATTTCTGTGTGATATGTGGCAAG 55 800 CAPS BmgBI Monomorphic Polymorphic 


149_150 LOC_Os02g53420 TCAACTGCACAGACTGAGATCAACC CACAAGATCAAACTCGCCAAGAAGT 55 1100 CAPS HhaI Polymorphic Polymorphic 


Hv07640 LOC_Os01g07640 GGGAAAGGCTACTACCGTGAAGG CACTCTCACACGTCGGCACTTG 60 1359 CAPS BtScI Polymorphic Monomorphic 


Hv04290 LOC_Os01g07500 GGTGGGACTTCATTACTTGCCGTAAC CCTTTTCTAGTGTGAGAACCAGCCCAC 60 229 Size polymorhism - Polymorphic Monomorphic 


Hv45400 LOC_Os01g46590 GACCTGCTTGAGAATCTACCC GCCAGAATTAGTGGCACCATA 55 1317 Size polymorhism - Polymorphic Polymorphic 


53_54 LOC_Os02g21660 TGCGCAGGAACAGTGCTC GTGAGGAAGCTTGACAGAACCACT 55 800 Size polymorhism  Polymorphic Polymorphic 


Hv04360 LOC_Os01g07570 GCACTGTTCCATGCTTTCC GTCAGTTCATGAACAGCAAGC 55 1320 Size polymorhism or CAPS AvaI Polymorphic Polymorphic 


Hv07610 LOC_Os01g07610 GCTGAGAAGTTTGTGTATGTGATGG GGAAGTTAACTGTGGACTGAAATGAG 55 1105 Size polymorhism - Polymorphic Monomorphic 


Hv04180VG LOC_Os01g07370 CAAGTTCTGCAGGGCCACAAGAG ACTGACTGCAAGGAACGTAGGTAAGC 60 1017 Sanger sequencing - Polymorphic Monomorphic 


Hv04080 LOC_Os01g07212 GTGCCGTGGACTCCTGAATAGTTC GCTAGCGTTGGATGTCGTCTTCC 60 1258 Sanger sequencing - Polymorphic Monomorphic 


2_0976 LOC_Os01g04010 - - - - Veracode beads - Polymorphic Polymorphic 


2_0595 LOC_Os01g03520 - - - - Veracode beads - Polymorphic Polymorphic 


2_1145 LOC_Os01g07370 - - - - Veracode beads - Monomorphic Polymorphic 


3_0953 LOC_Os01g74650 - - - - Veracode beads - Polymorphic Polymorphic 


1_1401 LOC_Os01g46720 - - - - Veracode beads - Polymorphic Polymorphic 


1_0225 LOC_Os01g46980 - - - - Veracode beads - Polymorphic Polymorphic 


1_0728 LOC_Os06g51060 - - - - Veracode beads - Polymorphic Polymorphic 


1_0281 LOC_Os05g22614 - - - - Veracode beads - Polymorphic Polymorphic 


2_1502 LOC_Os01g51360 - - - - Veracode beads - Polymorphic Polymorphic 


1_1391 LOC_Os01g51890 - - - - Veracode beads - Polymorphic Polymorphic 


1_0335 LOC_Os01g52110 - - - - Veracode beads - Polymorphic Polymorphic 


3_1153 LOC_Os01g52230 - - - - Veracode beads - Polymorphic Polymorphic 


2_1305 - - - - - Veracode beads - Monomorphic Polymorphic 


3_0616 LOC_Os01g52920 - - - - Veracode beads - Polymorphic Polymorphic 


3_0788 LOC_Os01g52970 - - - - Veracode beads - Polymorphic Polymorphic 


1_1394 LOC_Os01g52550 - - - - Veracode beads - Monomorphic Polymorphic 


2_0931 LOC_Os01g52640 - - - - Veracode beads - Polymorphic Polymorphic 


3_1242 LOC_Os01g53610 - - - - Veracode beads - Polymorphic Polymorphic 
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3_0170 LOC_Os01g56360 - - - - Veracode beads - Polymorphic Polymorphic 


3_0278 LOC_Os01g57420 - - - - Veracode beads - Polymorphic Polymorphic 


2_0063 LOC_Os01g57920 - - - - Veracode beads - Polymorphic Polymorphic 


3_0250 LOC_Os01g65380 - - - - Veracode beads - Polymorphic Polymorphic 


2_0999 LOC_Os01g65070 - - - - Veracode beads - Polymorphic Polymorphic 


2_1381 LOC_Os01g63820 - - - - Veracode beads - Polymorphic Polymorphic 


1_0662 LOC_Os01g63420 - - - - Veracode beads - Polymorphic Polymorphic 


3_0927 LOC_Os05g33380 - - - - Veracode beads - Polymorphic Polymorphic 


2_0252 - - - - - Veracode beads - Polymorphic Monomorphic 


2_0742 LOC_Os01g04190 - - - - Veracode beads - Polymorphic Monomorphic 


3_0571 LOC_Os01g05500 - - - - Veracode beads - Polymorphic Monomorphic 


2_0276 LOC_Os01g48190 - - - - Veracode beads - Polymorphic Monomorphic 


3_1011 - - - - - Veracode beads - Polymorphic Monomorphic 


3_1393 LOC_Os01g47740 - - - - Veracode beads - Polymorphic Monomorphic 


1_0653 LOC_Os03g50850 - - - - Veracode beads - Polymorphic Monomorphic 


1_1016 LOC_Os01g48810 - - - - Veracode beads - Polymorphic Monomorphic 


1_1314 LOC_Os01g53910 - - - - Veracode beads - Polymorphic Monomorphic 


2_0017 LOC_Os01g53720 - - - - Veracode beads - Polymorphic Monomorphic 


1_0609 LOC_Os01g55190 - - - - Veracode beads - Polymorphic Monomorphic 


2_1161 LOC_Os01g62260 - - - - Veracode beads - Polymorphic Monomorphic 
 


Supplementary Table 1b. Primer pairs for HvRA2 resequencing and haplotype analysis. 


Primer Name Forward sequence (5'-3') Reverse sequence (5'-3') Tm (˚C) Fragment size (bp) 


AS12 CCATCCCCCACCCTTTTG GGAGGAGATTAGGGTTTCTGATC 55 896 


AS34 CCCACTGCTATGAATGAATCTACAG TCCAGCGTTGTTGTTGCTC 55 910 


AS56 GGCTTGTGGACGCGATAG GTGATGCCCTCCATAGAAAACTG 55 983 
 


Supplementary Table 1c. qRT-PCR primer pairs used in the present study. 


Primer Name HarvEST/Affymetrix 


ID/FLc ID 


Forward sequence (5'-3') Reverse sequence (5'-3') Tm 


(˚C) 


Fragment 


size (bp) 


EA1-LIKE 35_15636 TGTCCTCTAAGATGTTGTGTGTGTCA CGCTAGTGTCGATCTTCATTCCTGA 58 122 


LOG1-LIKE 35_9790 GATCCTGTTGGTGAAGTTCGAGC GCAACTCCTCCAAGGTTCCG 58 118 


LOG1-LIKE 35_10423 AGATGGAATGTGCTAGTCCTTGTCG AACGCCATCATCAACCCAATGC 58 111 


TPP (HvSRA) 35_7759 CTCAACATGGAGAGCGAGCAG CGATCCCAACACGCATGCA 58 125 


TPS Contig12019_at GCTCAACTCGTCGGAGGAC GAAACTTGGCTTACTGCCTATCCAA 58 131 


KNOX 35_10104 CACGCCACACAGGGAGAAATAAG ACGCATATGCAAAGTGGTCAGAC 58 119 


VRS1 35_34639 CCGAGATAGCTGCTGCCGCC TGCATCGCGGGCAATGGAGA 58 121 


HvRA2 DQ327702 ATTACCACCACCTCAGGATCA GAGTAGGAGAGGTAATCCACA 55 114 


HvSRA AK366852.1 GTGAAGAGCAACGGGACGAAGAAG CAACACCGGGTCCAAAAGGGAAAC 60 140 


HvCKX2 AK373850 GTTCGTGGAGCGGAAGAGGAAG CGGGGCCAATCGATTAACTTCGTG 60 107 


HvPIN1-LIKE AK369028.1 CTGCTGGGCCTCTGAACTCAC TCCATTCTAATCTGGGATCAACCGAC 60 133 
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Supplementary Table 2. Monocot RAMOSA2 orthologs, RAMOSA2-LIKE proteins from dicots and LBD proteins used for phylogenetic 


analysis. 
# Annotation Query 


cover (%) 


E-value Max 


identity (%) 


Accession/ Morex 


contig 


Phylogenetic clade 


1 RAMOSA2 [Hordeum vulgare] 100 0 100 ABC54561.1/ 
Ctg2547112_3HS 


RAMOSA2 ortholog/homolog 


2 RAMOSA2 [Triticum durum] 100 5.00E-165 93 ADJ67794.1 RAMOSA2 ortholog/homolog 


3 RAMOSA2 [Aegilops tauschii] 100 2.00E-169 95 EMT25999.1 RAMOSA2 ortholog/homolog 


4 RAMOSA2 [Oryza sativa Japonica Group] 93 2.00E-125 79 ABU44495.1 RAMOSA2 ortholog/homolog 


6 RAMOSA2 [Chrysopogon gryllus] 93 6.00E-112 72 AFJ42327.1 RAMOSA2 ortholog/homolog 


7 RAMOSA2 [Triticum aestivum] 100 3.00E-158 94 ABK79907.1 RAMOSA2 ortholog/homolog 


8 RAMOSA2 [Schizachyrium sanguineum var. hirtiflorum] 93 2.00E-101 69 AFJ42332.1 RAMOSA2 ortholog/homolog 


9 RAMOSA2 [Sorghum bicolor] 94 3.00E-104 69 AFJ42334.1 RAMOSA2 ortholog/homolog 


10 RAMOSA2 [Andropogon hallii] 94 1.00E-99 69 AFJ42331.1 RAMOSA2 ortholog/homolog 


11 RAMOSA2 [Zea mays] 100 2.00E-112 73 NP_001131918.1 RAMOSA2 ortholog/homolog 


12 RAMOSA2 [Phacelurus digitatus] 100 1.00E-110 73 AFJ42333.1 RAMOSA2 ortholog/homolog 


13 RAMOSA2 [Andropterum stolzii] 94 8.00E-103 70 AFJ42330.1 RAMOSA2 ortholog/homolog 


14 RAMOSA2 [Brachypodium distachyon] 100 5.00E-117 77 XP_003569245.1 RAMOSA2 ortholog/homolog 


15 RAMOSA2 [Brachypodium sylvaticum] 100 1.00E-108 75 CCF55439.1 RAMOSA2 ortholog/homolog 


16 RAMOSA2 [Cymbopogon flexuosus] 100 2.00E-101 67 AFJ42328.1 RAMOSA2 ortholog/homolog 


17 ELONGATED PETIOULE1 (ELP1) - [Glycine max] 48 2.00E-67 77 AFK81066.1 RAMOSA2 ortholog/homolog 


18 LBD PROTEIN-LIKE [Glycine max] 48 3.00E-67 77 XP_003527004.1 RAMOSA2 ortholog/homolog 


19 ELONGATED PETIOULE2 - [Glycine max] 48 7.00E-67 75 XP_003523096.1 RAMOSA2 ortholog/homolog 


20 LBD PROTEIN-LIKE [Cicer arietinum] 45 5.00E-67 81 XP_004515877.1 RAMOSA2 ortholog/homolog 


21 LBD PROTEIN-LIKE [Glycine max] 49 5.00E-66 77 ACU23406.1 RAMOSA2 ortholog/homolog 


22 SLEEPLESS (SLP) - ortholog of ELP1 - [Lotus japonicus] 63 5.00E-68 63 AFK81064.1 RAMOSA2 ortholog/homolog 


23 ELONGATED PETIOULE1 (ELP1) - [Medicago truncatula] 45 4.00E-66 79 AFK81063.1 RAMOSA2 ortholog/homolog 


24 LBD PROTEIN-LIKE [Cicer arietinum] 45 4.00E-64 78 XP_004501886.1 RAMOSA2 ortholog/homolog 


25 APULVINIC (APU) - ortholog of ELP1 - [Pisum sativum] 45 4.00E-65 78 AFK81065.1 RAMOSA2 ortholog/homolog 


26 LBD PROTEIN-LIKE [Cucumis sativus] 45 2.00E-67 81 XP_004173060.1 RAMOSA2 ortholog/homolog 


27 LBD PROTEIN-LIKE [Ricinus communis] 51 9.00E-69 78 XP_002511341.1 RAMOSA2 ortholog/homolog 


28 LBD PROTEIN-LIKE [Populus trichocarpa] 48 1.00E-68 81 XP_002318660.1 RAMOSA2 ortholog/homolog 


29 LBD PROTEIN-LIKE [Theobroma cacao] 48 2.00E-68 81 EOY20851.1 RAMOSA2 ortholog/homolog 


30 LBD PROTEIN-LIKE [Prunus persica] 47 3.00E-67 79 EMJ12162.1 RAMOSA2 ortholog/homolog 


31 LBD PROTEIN-LIKE [Fragaria vesca subsp. vesca] 50 1.00E-67 75 XP_004298984.1 RAMOSA2 ortholog/homolog 


32 LBD PROTEIN-LIKE [Solanum lycopersicum] 49 1.00E-66 77 XP_004236250.1 RAMOSA2 ortholog/homolog 


33 LBD PROTEIN-LIKE [Capsella rubella] 57 3.00E-63 67 EOA15040.1 RAMOSA2 ortholog/homolog 


34 ASSYMETRIC LEAVES2-LIKE4 (ASL4) [Arabidopsis thaliana] 43 4.00E-63 81 BAH10548.1 RAMOSA2 ortholog/homolog 


35 LBD PROTEIN-LIKE [Solanum lycopersicum] 45 2.00E-61 74 XP_004242158.1 RAMOSA2 ortholog/homolog 


36 LBD PROTEIN-LIKE [Vitis vinifera] 46 2.00E-68 82 XP_002281358.1 RAMOSA2 ortholog/homolog 


37 LBD PROTEIN25-LIKE [Cucumis sativus] 45 2.00E-64 79 XP_004169034.1 RAMOSA2 ortholog/homolog 


38 LBD PROTEIN25-LIKE [Cucumis sativus] 49 5.00E-63 75 XP_004156730.1 RAMOSA2 ortholog/homolog 


39 LBD PROTEIN-LIKE [Arabidopsis thaliana] 45 2.00E-57 74 BAB02689.1 RAMOSA2 ortholog/homolog 


40 LBD PROTEIN-LIKE [Vitis vinifera] 45 3.00E-63 76 XP_002273053.1 RAMOSA2 ortholog/homolog 


41 LBD PROTEIN-LIKE [Theobroma cacao] 45 2.00E-66 79 EOY02489.1 RAMOSA2 ortholog/homolog 


42 LBD PROTEIN-LIKE [Prunus persica] 45 6.00E-63 80 EMJ18120.1 RAMOSA2 ortholog/homolog 


43 LBD PROTEIN-LIKE [Ricinus communis] 46 1.00E-64 78 XP_002521459.1 RAMOSA2 ortholog/homolog 
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44 LBD PROTEIN-LIKE [Populus trichocarpa] 45 2.00E-65 79 XP_002300051.1 RAMOSA2 ortholog/homolog 


45 LBD PROTEIN25-LIKE [Glycine max] 46 1.00E-62 75 XP_003554815.1 RAMOSA2 ortholog/homolog 


46 LBD PROTEIN25-LIKE [Glycine max] 45 2.00E-65 79 XP_003548568.1 RAMOSA2 ortholog/homolog 


47 LBD PROTEIN25 [Glycine max] 45 6.00E-65 78 XP_003553820.1 RAMOSA2 ortholog/homolog 


48 LBD PROTEIN-LIKE [Cucumis sativus] 47 5.00E-61 74 XP_004157828.1 RAMOSA2 ortholog/homolog 


49 LBD PROTEIN-LIKE [Prunus persica] 45 7.00E-48 66 EMJ13351.1 LBD protein (CLASS I) 


50 LBD PROTEIN4-LIKE [Fragaria vesca subsp. vesca] 45 4.00E-49 66 XP_004293726.1 LBD protein (CLASS I) 


51 LBD PROTEIN-LIKE [Populus trichocarpa] 45 2.00E-47 65 XP_002304584.1 LBD protein (CLASS I) 


52 LBD PROTEIN4 isoform 1 [Theobroma cacao] 45 2.00E-48 66 EOY27472.1 LBD protein (CLASS I) 


53 LBD PROTEIN4 [Vitis vinifera] 45 8.00E-48 64 XP_002270650.1 LBD protein (CLASS I) 


54 LBD PROTEIN4-LIKE [Cicer arietinum] 45 2.00E-47 64 XP_004505337.1 LBD protein (CLASS I) 


55 LBD PROTEIN-LIKE - LOC100790989 [Glycine max] 47 6.00E-48 60 NP_001241363.1 LBD protein (CLASS I) 


56 LBD PROTEIN4-LIKE [Solanum lycopersicum] 45 1.00E-48 65 XP_004250781.1 LBD protein (CLASS I) 


57 LBD PROTEIN-LIKE [Ricinus communis] 50 3.00E-50 60 XP_002513395.1 LBD protein (CLASS I) 


58 LBD PROTEIN4 [Theobroma cacao] 46 2.00E-48 64 EOY13865.1 LBD protein (CLASS I) 


59 LBD PROTEIN-LIKE [Medicago truncatula] 45 3.00E-47 64 XP_003616690.1 LBD protein (CLASS I) 


60 LBD PROTEIN-LIKE [Theobroma cacao] 47 3.00E-49 63 EOY34594.1 LBD protein (CLASS I) 


61 LBD PROTEIN-LIKE [Vitis vinifera] 47 4.00E-48 64 CAN68873.1 LBD protein (CLASS I) 


62 LBD PROTEIN-LIKE [Prunus persica] 47 4.00E-48 64 EMJ07197.1 LBD protein (CLASS I) 


63 LBD PROTEIN6-like [Cucumis sativus] 50 8.00E-55 65 XP_004152887.1 LBD protein (CLASS I) 


64 LBD PROTEIN6-like [Glycine max] 61 6.00E-48 57 XP_003545810.1 LBD protein (CLASS I) 


65 LBD PROTEIN-LIKE [Capsella rubella] 51 3.00E-47 64 EOA35742.1 LBD protein (CLASS I) 


66 LBD PROTEIN-LIKE [Populus trichocarpa] 59 5.00E-49 58 XP_002307250.1 LBD protein (CLASS I) 


67 LBD PROTEIN36-like [Cucumis sativus] 51 1.00E-47 62 XP_004148465.1 LBD protein (CLASS I) 


68 LBD PROTEIN-LIKE [Prunus persica] 53 1.00E-47 61 EMJ04878.1 LBD protein (CLASS I) 


69 LBD PROTEIN1-LIKE [Hordeum vulgare] — 8.00E-57 — Ctg135924_5HL LBD protein (CLASS I) 


70 LBD PROTEIN15-LIKE [Hordeum vulgare] — 3.00E-23 — Ctg1572307_3HL LBD protein (CLASS I) 


71 LBD PROTEIN1-LIKE [Hordeum vulgare] — 9.00E-18 — Ctg62778_4HL LBD protein (CLASS I) 


72 LBD PROTEIN11-LIKE [Hordeum vulgare] — 2.00E-52 — Ctg54974_1H LBD protein (CLASS I) 


73 LBD PROTEIN18-LIKE [Hordeum vulgare] — 9.00E-12 — Ctg1591863_7HS LBD protein (CLASS I) 


74 LBD PROTEIN16-LIKE [Hordeum vulgare] — 2.00E-27 — Ctg46032_6HL LBD protein (CLASS I) 


75 LBD PROTEIN24-LIKE [Hordeum vulgare] — 9.00E-18 — Ctg47723_4HL LBD protein (CLASS I) 


76 LBD PROTEIN6-LIKE [Hordeum vulgare] — 2.00E-76 — Ctg61827_3HL LBD protein (CLASS I) 


77 LBD PROTEIN6-LIKE [Hordeum vulgare] — 3.00E-81 — Ctg45166_1H LBD protein (CLASS I) 


78 LBD PROTEIN6-LIKE [Hordeum vulgare] — 2.00E-76 — Ctg51474_4HS LBD protein (CLASS I) 


79 LBD PROTEIN7-LIKE [Hordeum vulgare] — 4.00E-09 — Ctg98873_3HL LBD protein (CLASS I) 


80 LBD PROTEIN-LIKE [Hordeum vulgare] — 4.00E-10 — Ctg38897_5HL LBD protein (CLASS I) 


81 LBD PROTEIN41-LIKE; Class II [Hordeum vulgare] —   — Ctg42541_2HL LBD protein (CLASS II) 


82 LBD PROTEIN38-LIKE; Class II [Hordeum vulgare] —   — Ctg36895 LBD protein (CLASS II) 


83 LBD PROTEIN39-LIKE; Class II [Hordeum vulgare] —   — Ctg1561909 LBD protein (CLASS II) 


84 LBD PROTEIN41-LIKE; Class II [Hordeum vulgare] —   — Ctg50476_4HL LBD protein (CLASS II) 
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Supplementary Text 


Allelism test for int-e.4 and int-e.20 (Performed by Dr.Udda Lundqvist). 


Since the int-e.4 and int-e.20 mutant alleles of vrs4 did not show any molecular lesion within the 


ORF the allelism test data is presented below which confirms that these two mutants are in fact 


allelic to vrs4 locus. The int-e.4 and int-e.20 were crossed to vrs4.m and the phenotypes were 


recorded for F1 and F2 stages. 


Crossing analyses were done at Svalöv 1989 – 1990. 


F1 : vrs4.m × int-e.4     Intermedium types 


F2: vrs4.m × int-e.4     22 vrs4.m: 26 int-e.4: 61 Intermedium types stronger than int-e.4 but not so 


pronounced than vrs4.m  


F1 : vrs4.m × int-e.20     Intermedium types 


F2: vrs4.m × int-e.20     48 vrs4.m: 34 int-e.20: 68 Intermedium types stronger than int-e.20 but 


not so pronounced than vrs4.m 
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Supp. Table. 3

		Supplementary Table 3. Complete set of genes regulated in MHOR 318 and MHOR 345, respective progenitors AD (Ackermann's Donaria) and HH (Heine's Haisa)


				US91603673_252882710112_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)

				Heines Haisa-GP1		Heines Haisa-GP2		Heines Haisa-GP3		Heines Haisa-SP1		Heines Haisa-SP2		Heines Haisa-SP3		Heines Haisa-AP1		Heines Haisa-AP2		Heines Haisa-AP3		MHOR345-GP1		MHOR345-GP2		MHOR345-GP3		MHOR345-SP1		MHOR345-SP2		MHOR345-SP3		MHOR345-AP1		MHOR345-AP2		MHOR345-AP3		Ackermanns Donaria-GP1		Ackermanns Donaria-GP2		Ackermanns Donaria-GP3		Ackermanns Donaria-SP1		Ackermanns Donaria-SP2		Ackermanns Donaria-SP3		Ackermanns Donaria-AP1		Ackermanns Donaria-AP2		Ackermanns Donaria-AP3		MHOR318-GP1		MHOR318-GP2		MHOR318-GP3		MHOR318-SP1		MHOR318-SP2		MHOR318-SP3		MHOR318-AP1		MHOR318-AP2		MHOR318-AP3

		Harvest assembly ID		HH-GP1		HH-GP2		HH-GP3		HH-SP1		HH-SP2		HH-SP3		HH-AP1		HH-AP2		HH-AP3		MHOR345-GP1		MHOR345-GP2		MHOR345-GP3		MHOR345-SP1		MHOR345-SP2		MHOR345-SP3		MHOR345-AP1		MHOR345-AP2		MHOR345-AP3		AD-GP1		AD-GP2		AD-GP3		AD-SP1		AD-SP2		AD-SP3		AD-AP1		AD-AP2		AD-AP3		MHOR318-GP1		MHOR318-GP2		MHOR318-GP3		MHOR318-SP1		MHOR318-SP2		MHOR318-SP3		MHOR318-AP1		MHOR318-AP2		MHOR318-AP3		ATH_EVALUE		ATH_SEQ_DESC		ATH_SEQ_ID		BINCODE		ControlType		FUNCAT				MAPMAN DESCRIPTION		PROT_EVALUE		PROT_SEQ_DESC		PROT_SEQ_ID		RICE_EVALUE		RICE_SEQ_DESC		RICE_SEQ_ID		ProbeName		FC ([HEINES HAISA] vs [MHOR345])		Log FC ([HEINES HAISA] vs [MHOR345])		FC (abs) ([HEINES HAISA] vs [MHOR345])		Regulation ([HEINES HAISA] vs [MHOR345])

		35_33886		0.9463186		0.7033062		0.9685707		0.41307545		0.5606718		0.28486824		0.5142822		0.53882504		0.52270603		-0.71113396		-0.87595844		-0.8086071		-0.6619139		-0.8343582		-0.8892727		-0.69937706		-0.74441624		-0.734128		-0.0698328		0.03843403		-0.07065296		-0.060168266		0.11553669		-0.1237936		-0.07509613		0.0933485		-0.03843403		-0.30152512		-0.30048752		-0.25658607		0.57980156		0.5296297		0.4102564		0.67973804		0.5092335		0.5683384						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_119801_PI403524517		2.6010385		1.3790877		2.6010385		up

		35_43778		0.32892084		0.33419657		0.61388683		0.9178939		0.83018017		0.8627944		1.3677216		0.9476495		0.44370317		-0.92497706		-0.9284828		-0.72559285		-0.39928317		-0.27663374		-0.43270564		-0.5801041		-0.006752014		0.094264984		0.093138695		0.03256607		0.3146844		0.92155695		0.809463		0.93304014		-1.161355		-0.007478714		-0.26319456		-0.8984468		-0.4913869		-0.47222948		-0.47607827		0.4424448		-0.61951995		-0.7309501		-0.5524142		0.0067515373						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_156750_PI403524517		2.3022168		1.2030237		2.3022168		up

		35_35406		0.7011771		0.92989063		0.94412184		1.2395906		1.2753353		1.3182487		1.232295		1.5726027		-0.081403494		-1.1828053		-2.730255		-0.45309496		-1.2241621		-0.15630007		-1.4442332		-0.011119127		0.55945873		0.44298315		0.4681883		0.75848866		1.1060491		1.7604494		1.689683		1.0632973		-0.3907256		-0.7558887		0.16272545		-0.60900927		-0.9338448		-0.17673922		-2.6561246		-2.6842492		-0.80918336		-2.6502507		0.011118889		-0.03028965						0		35.2		0		not assigned.unknown				 no descriptionFungal_trans 				Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)		UniRef90_Q4IA32				0		0		CUST_125738_PI403524517		3.256873		1.7034874		3.256873		up

		35_24238		0.42825127		0.28245735		0.33373642		0.29590416		0.40780497		0.54655695		0.43563366		0.5580883		0.5104227		-0.5314193		-1.0264382		-0.32937765		-0.500721		-0.34711885		-0.8290844		-0.68652487		-0.4069481		-0.60640764		0.7612109		0.3919487		1.1847157		-0.005697727		0.032248497		0.005697727		0.3342433		0.39826393		0.5278425		-0.075855255		-0.1757412		-0.07440424		-0.11597109		-0.06636286		-0.13303328		0.5327802		-0.52135324		-0.81785154		6.00E-17		CHR1V7|COORD:20451037..20454428| protein kinase family protein		AT1G54820.1		30		0		signalling.receptor kinases.extensin				 no descriptionvery weakly similar to (67.8)AT1G54820| Symbols:  | protein kinase family protein | chr1:20451037-20454428 FORWARD		6.00E-22		Cluster: Hypothetical protein P0605G01.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0605G01.9 - Oryza sativa (japonica cultivar-gro		UniRef90_Q688N0		3.00E-23		CHR05V5|COORD:19315763..19320398|protein serine/threonine-protein kinase NAK, putative, expressed		LOC_Os05g33080.1		CUST_33549_PI399408534		2.0097115		1.0069884		2.0097115		up

		35_1372		0.302289		0.6879835		0.8725939		0.3980875		0.6541891		0.33553123		0.4728384		0.55337524		0.5272684		-0.034457207		-0.015087128		-0.2265606		-0.8737831		-1.0143099		-0.8131981		-0.5438299		-0.48916626		-0.5029478		0.48064137		0.24033928		0.38600826		-0.23443508		0.43514538		-0.3638487		0.046085358		-0.43090248		-0.38556385		1.1526594		1.2190552		0.45511246		-0.21474075		-0.10738945		0.015087128		-0.044311523		-0.14256		-0.25553513				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_4979_PI403524517		2.0495076		1.0352774		2.0495076		up

		Contig12019_at		-0.6322851		0.579216		0.10521603		0.7159262		1.0643106		0.9907384		1.2980247		1.0529814		1.3502636		-2.4859803		-2.8073997		-0.10521603		-3.53859		-3.4225578		-3.7985458		-3.9286048		-1.7438865		-2.191568		1.9354739		0.4701743		1.7736874		0.985199		1.6544919		0.69693613		1.8067036		1.2665114		1.9451947		0.8950591		-0.8830266		-0.1482935		-4.077046		-4.065529		-3.959519		-3.9987698		-3.9970343		-1.1221404				alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative /		At1g78580.1     		3		0		minor CHO metabolism.trehalose.TPS				TPS1;TREHALOSE-6-PHOSPHATE SYNTHASE;alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate glucosyltransferase, putative, similar to trehalose-6-phosphate synthase SL-TPS/				alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate g		NP_177979.1     				protein Similar to trehalose-6-phosphate synthase [imported] - Arabidopsis thaliana		Os05g44210		CUST_1795_PI404877155		10.512855		3.3940825		10.512855		up

		Contig24911_at		0.22002888		0.49479628		0.4583392		0.46956348		0.8130417		0.71302366		0.09148407		0.5734749		0.8433175		-0.899251		-0.78408766		-0.99183416		-0.1826396		0.06295967		-0.4574399		-0.4827094		-0.5766363		-0.6420841		-0.29410028		0.18511677		-0.06296015		0.36192417		1.1889648		0.44634867		0.5340519		0.67076874		0.61822796		-1.1246314		-1.0775218		-0.9709377		-1.0147433		-0.9161477		-0.83048105		-0.3838935		1.4931555		-0.8057518		1.00E-04		17457509|cyclin-related		At2g41830.1     		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				NONE		0.003		similar to Leishmania major. Ppg3 [Dictyostelium discoideum]		AAS38911.1      		4.00E-24		protein AP2 domain, putative		Os09g13940		CUST_8420_PI404877155		2.0995615		1.070088		2.0995615		up

		Contig2899_at		0.6775503		0.9898863		0.94019127		1.4083157		1.5077543		1.2603788		2.3216743		1.9602699		1.9721603		-0.15365314		0.39749908		0.43080044		-0.18748379		-0.58467865		-0.64625645		-0.06675148		-0.017418861		0.012224197		-0.4706421		-0.75900555		-0.4663906		-0.012225151		0.80698776		-0.08882713		0.98549175		0.16020393		0.3997774		0.05820656		0.5784445		-0.9191704		-1.4153476		-1.6105537		-1.1654215		-1.2604895		-1.1453829		-0.96426105				0		0		17.7		0		hormone metabolism.jasmonate				NONE				jasmonate induced protein - barley emb|CAA58110.1| jasmonate induced protein [Hordeum vulgare subsp. vulgare]		S58215          		1.00E-40		protein hypothetical protein		Os04g24460		CUST_9102_PI404877155		2.9065793		1.5393223		2.9065793		up

		35_2716		1.6893654		1.8096571		1.7884436		2.2187614		2.393177		2.3324862		2.0210094		2.1646223		2.2318583		0.43363285		1.2425947		1.3478603		1.0399427		1.0639038		0.5847101		0.5005102		0.6869211		0.5881748		-1.4431753		-1.1260672		-1.397337		-0.81881905		-0.6611223		-0.58710957		-0.9442949		-1.0608301		-0.8255043		-0.4336338		-1.0820799		-0.4430561		-0.67571545		-0.71224403		-0.97942066		-1.2709236		-1.2312555		-1.158555		7.00E-40		CHR5V7|COORD:21894461..21897571| leucine-rich repeat transmembrane protein kinase, putative		AT5G53890.1		20.1		0		stress.biotic				 no descriptionweakly similar to ( 130)AT3G56370| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:20910382-20913369 REVERSEweakly similar to ( 107)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI 				Cluster: Ice recrystallization inhibition protein 2 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 2 precursor - Triticum aesti		UniRef90_Q56B89				CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed		LOC_Os07g01710.1		CUST_9638_PI403524517		2.3621907		1.2401254		2.3621907		up

		35_9809		0.94934654		0.7204828		0.7341728		0.8101435		0.59176064		0.91030884		0.5719042		0.8198929		0.77483654		-1.1914101		-1.2874622		-1.4375572		-0.41352558		-0.47201538		-0.5744686		-0.3069725		-0.2985258		-0.33681488		0.16428757		1.0592384		0.5344		0.9546356		0.768981		0.7988472		0.6063328		0.8388519		0.5879488		-1.2318525		-0.9888258		-0.8658304		-0.33324146		-0.2985258		-0.20556927		-0.33297443		-0.20301723		-0.16428852		5.00E-22		CHR1V7|COORD:9083890..9085221| proline-rich extensin, putative		AT1G26250.1		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_34026_PI403524517		2.7641666		1.4668446		2.7641666		up

		Contig1679_s_at		-0.41716194		0.12189102		0.040395737		0.0627861		0.4271021		-0.040395737		1.3607817		0.9064083		0.5555477		-1.1919813		-0.44128513		-0.18741322		-1.4703159		-1.9034824		-1.7030001		-1.3199263		-1.2931423		-1.2717705		0.21825027		0.7507982		0.6988907		0.57974243		1.0185728		0.6753273		1.0124149		0.3881054		0.46745586		0.46025467		0.31510258		-0.16337776		-1.2474432		-1.231884		-1.3477354		-1.3033047		-0.89641476		-0.88460636				0		0		17		0		hormone metabolism.jasmonate.induced-regulated-responsive-activated				 jasmonate-induced protein 1 - barley				23 KD JASMONATE-INDUCED PROTEIN pir||S22514 jasmonate-induced protein 1 - barley		P32024          		5.00E-31		protein expressed protein		Os04g24320		CUST_5245_PI404877155		2.8944654		1.533297		2.8944654		up

		Contig13480_at		0.6749468		0.36092758		1.0272474		1.0445843		1.899437		1.673357		1.8340235		1.7947445		1.6885052		-1.070929		-0.93324566		-0.65498114		-0.8574352		-0.90866756		-1.235868		-0.98048973		-0.99601316		-0.96005917		-0.6518321		0.21096992		-0.30197144		-0.7118683		-0.60668135		-0.99841595		-0.6112242		-0.7730975		-0.8166275		-0.14854717		0.14854765		0.69218445		2.9457293		2.9073334		2.9966507		3.0084047		3.1478033		3.0309448		4.00E-40		myb family transcription factor		At3g46640.1     		27		0		RNA.regulation of transcription.G2-like transcription factor family, GARP				NONE				P0518C01.13 [Oryza sativa (japonica cultivar-group)] dbj|BAB63676.1| P0518C01.13 [Oryza sativa (japonica cultivar-group)]		NP_914349.1     				protein myb-like DNA-binding domain, SHAQKYF class, putative		Os01g74020		CUST_3045_PI404877155		4.8850884		2.2883847		4.8850884		up

		35_8337		1.1657515		0.9111557		1.0209627		1.0265412		1.0908976		1.1723971		1.5817804		1.627078		-0.080293655		-1.3855996		-1.9673309		-1.776856		-1.9007826		-0.5505948		-1.7406459		0.39437532		-1.3182225		0.66061354		0.9003329		1.0274854		1.0040946		1.2112055		1.4132757		0.99018145		-0.19767475		-0.012059212		0.012059212		-1.2617574		-1.5653281		-1.424109		-1.161694		-1.1135516		-1.4669733		-0.92124414		-0.51681376		0.036571026		5.00E-16		CHR3V7|COORD:21726169..21727743| WRKY69 (WRKY DNA-binding protein 69); transcription factor		AT3G58710.1		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				 no descriptionvery weakly similar to (70.1)AT3G58710| Symbols: ATWRKY69, WRKY69 | WRKY69 (WRKY DNA-binding protein 69); transcription factor | chr3:21726169-21727743 FORWARDWRKY 		4.00E-20		Cluster: WRKY transcription factor-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor-like - Oryza sativa (japonica cultivar-group		UniRef90_Q94J08		5.00E-19		CHR01V5|COORD:30809009..30806982|protein OsWRKY14 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os01g53040.1		CUST_24813_PI399408534		4.354081		2.1223683		4.354081		up

		35_32072		0.42851067		0.8120003		0.54902935		0.49579906		0.35148144		0.20269108		0.50696945		0.40923786		0.31944752		-0.12846088		0.06454086		-0.034108162		-0.6970663		-1.0008898		-0.87431526		-0.9162636		-0.9293003		-0.9776945		0.19351482		0.07591343		0.1973362		-0.07685566		0.21229076		0.0800066		0.6669693		-0.107263565		0.015222549		0.08791733		-0.015223503		-0.30166245		-1.4290285		-1.5616617		-1.2814112		-1.7541895		-1.8901138		-1.8423405		7.00E-11		CHR2V7|COORD:16564116..16564379| DVL11/RTFL8 (ROTUNDIFOLIA LIKE 8)		AT2G39705.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (62.4)AT2G39705| Symbols: RTFL8, DVL11 | DVL11/RTFL8 (ROTUNDIFOLIA LIKE 8) | chr2:16564116-16564379 FORWARD		7.00E-13		Cluster: Hypothetical protein P0406G08.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0406G08.33 - Oryza sativa (japonica cultivar-g		UniRef90_Q5N9W1		5.00E-13		CHR03V5|COORD:9136936..9136640|protein expressed protein		LOC_Os03g16600.1		CUST_112992_PI403524517		2.089549		1.0631917		2.089549		up

		HvRR19		0.45256615		3.26E-04		-0.2938714		0.2899089		0.3356347		0.06391144		0.898489		1.5292649		0.31003952		-0.8413429		-0.34864283		-1.1048493		-0.8429413		-0.5644779		-0.68802595		-0.53923464		-0.5804362		-0.5917053		0.021273136		-3.25E-04		-0.07925987		0.0784111		-0.20914793		0.09344339		0.09689665		0.3975172		0.17028713		-1.3674223		-0.40255022		-0.8270855		1.7681403		-0.094911575		-0.39187813		0.21503925		0.13061237		0.5014405										0																				CUST_86_PI399407379		2.1088202		1.0764362		2.1088202		up

		35_14795		-0.891016		-0.7980008		-0.55539846		-0.23721504		-0.40452194		-0.51845026		0.19466162		-0.04185772		-1.5368505		-1.890305		-1.5259643		-2.3743277		-1.7690353		-1.6653593		-1.2159457		-1.7156119		-1.986424		-0.8631482		0.8306422		1.0438018		1.0005865		1.4267817		1.525991		0.9974332		1.1103272		0.86640596		1.0477786		1.3844299		1.2999411		1.3182926		0.74717855		0.4219184		0.20808554		0.052973747		-0.3080082		0.04185772		2.00E-33		CHR2V7|COORD:16786870..16787245| ATEM6 (ARABIDOPSIS EARLY METHIONINE-LABELLED 6)		AT2G40170.1		17		0		hormone metabolism.abscisic acid.induced-regulated-responsive-activated				 no descriptionweakly similar to ( 128)AT2G40170| Symbols: GEA6, ATEM6 | ATEM6 (ARABIDOPSIS EARLY METHIONINE-LABELLED 6) | chr2:16786870-16787245 REVERSEweakly similar to ( 170)EM2_WHEATEm protein CS41 - Triticum aestivum (Wheat)LEA_5 DM6 		4.20E-45		Rep: Em protein CS41 - Triticum aestivum (Wheat)		UniRef90_P22701		2.00E-40		CHR05V5|COORD:16441351..16440429|protein embryonic abundant protein 1, putative, expressed		LOC_Os05g28210.1		CUST_25145_PI399408534		2.1966038		1.1352746		2.1966038		up

		35_15176		-0.5751343		-0.1020689		-0.1034832		-0.054652214		0.17932129		-0.044412613		0.8393364		0.46540546		0.3251238		-1.2453451		-0.28968143		-0.44953346		-1.8301754		-2.1690006		-1.1039019		-1.8212013		-1.8699703		-1.9159307		1.1728144		1.3544979		1.2850904		1.0508308		1.4678259		1.1157589		1.1193953		0.77832985		0.99288845		1.0284004		0.87073135		0.55491066		0.029376984		0.043722153		-0.124578476		-0.04326725		-0.16014671		-0.029376984				0		0		35.2		0		not assigned.unknown				 no description				Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)		UniRef90_Q43490		2.00E-16		CHR04V5|COORD:14003269..14004470|protein phytase, putative		LOC_Os04g24460.1		CUST_53333_PI403524517		2.855607		1.5137974		2.855607		up

		35_46780		1.4309711		1.096098		0.8209591		1.607481		1.7137289		1.9147148		1.6138783		1.866457		0.3476591		-1.6249108		-1.8802814		-2.1325316		-1.1392698		-1.2550883		-1.3913412		0.44505692		-1.3727422		0.57211876		1.0365477		0.88295174		1.0285625		1.3413286		1.6579313		1.5099812		-0.41663837		-0.35056496		-0.18565464		-1.6750159		-1.8150635		-1.7586756		-1.8042331		-1.1973352		-1.3543429		-0.14522552		0.14522648		-0.19992352						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_167964_PI403524517		5.523794		2.4656596		5.523794		up

		35_24959		1.5993981		2.0624394		2.1075387		2.4333358		2.825169		2.7619205		2.2707057		2.3331313		2.66641		-0.81006336		-0.49580717		0.23174238		-0.6156926		0.009509563		-2.1923761		-1.8674784		-1.7624207		-1.7192788		-2.578555		-1.3491187		-2.6363091		-2.8203464		-3.159009		-1.9409189		-2.46318		-2.6928678		-2.4046278		0.8255563		-0.009509563		0.23030806		0.9645915		-2.2272696		0.7399993		2.0950532		1.5638127		1.6586299		9.00E-30		CHR5V7|COORD:16810993..16812117| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula]		AT5G41980.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 127)AT5G41980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula] (GB:ABE80314.1); contains domain FAMILY NOT NAMED (PTHR22930) | chr5:16810993-16812117 FORWARDnot assigned 				Rep: Putative transposase - Oryza sativa (Rice)		UniRef90_Q948B6				CHR10V5|COORD:2618194..2616803|protein transposon protein, putative, CACTA, En/Spm sub-class		LOC_Os10g05340.1		CUST_87164_PI403524517		10.300603		3.364657		10.300603		up

		35_46113		1.1450906		1.1242023		0.92588997		1.6988239		1.4483533		1.6808739		1.5960345		1.9466186		-0.105930805		-1.5985184		-1.6978235		-3.1343486		-1.4289742		-0.1854372		0.105930805		0.59233284		-1.6737499		0.68340445		0.78021383		0.60732317		1.1100926		1.691627		1.8236141		1.3154931		-0.50503016		-0.87255955		-0.38750362		-1.8154798		-1.6583757		-1.7115479		-2.543456		-4.0885115		-0.63760185		-0.4317236		-0.7589755		0.39362717						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_165479_PI403524517		4.5937815		2.1996822		4.5937815		up

		35_20458		0.22576284		0.059230328		-0.062007427		0.34858656		0.47049713		0.42561722		0.5494647		0.7518778		0.7484069		-0.74636173		-0.58527327		-0.33921814		-0.691823		-1.2926188		-1.5882614		-1.6424096		-1.2247424		-1.2909865		0.10778093		-0.3700428		-0.36528873		-0.520988		-0.3241539		-0.6344576		-0.070234776		0.30994272		0.076081276		-0.29347706		-0.059230804		0.29774904		1.894084		1.9311671		1.835823		2.027876		1.9596195		1.4994311		1.00E-23		CHR3V7|COORD:2442500..2443907| COL9 (CONSTANS-LIKE 9); zinc ion binding		AT3G07650.3		35.2		0		not assigned.unknown				 no descriptionCCT 		1.00E-30		Cluster: Os06g0298200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0298200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DCR8		5.00E-32		CHR06V5|COORD:11075720..11069109|protein CCT motif family protein, expressed		LOC_Os06g19444.2		CUST_71409_PI403524517		2.704682		1.435459		2.704682		up

		Contig19947_at		0.09134102		0.18627548		0.21853638		0.7556782		0.48126507		0.76322746		0.864954		0.9354439		0.58431244		-0.39203405		-0.42235756		-0.48517942		-0.32951164		-0.4582448		-0.4567995		-1.0478859		-0.6034603		-0.81425476		0.050471306		0.24773216		0.014472961		0.73677254		0.55085564		0.6307478		1.1002493		0.6103916		0.8352728		-0.2868333		-0.18314362		-0.08104992		-0.5291209		-0.3222189		-0.014472008		-0.25552082		-0.3443594		-0.13048553		1.00E-13		AMP-binding protein, putative		At5g16370.1     		11		0		lipid metabolism.FA synthesis and FA elongation.acyl coa ligase				AMP-binding protein, putative, similar to AMP-binding protein GI:1903034 from (Brassica napus); contains Pfam AMP-binding domain PF00501; identical to cDNA adenosine monophosphate binding protein 5 AMPBP5 (AMPBP5) GI:20799718		3.00E-22		OSJNBa0018M05.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474328.1| OSJNBa0018M05.15 [Oryza sativa (japonica cultivar-group)]		CAE03240.2      		3.00E-23		protein AMP-binding enzyme, putative		Os04g57850		CUST_6729_PI404877155		2.1420224		1.0989735		2.1420224		up

		35_6719		0.82963085		0.65653706		0.9917183		0.5362711		0.63475513		0.37973213		0.41170025		0.2900896		0.2702713		-0.43295288		-0.55844784		-0.35184765		-0.44578362		-0.6016159		-0.66202545		-0.64796734		-0.5835533		-0.7392874		1.6788778		1.1685238		1.5146742		-0.07380581		-0.20675468		-0.36390495		0.2026186		-0.44165516		-0.65841484		0.3540783		-0.41334534		-0.533761		-0.105480194		0.004971504		-0.004971504		0.42328548		0.19802189		0.29362297				CHR2V7|COORD:16382133..16383741| PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir		AT2G39220.1		33.1		0		development.storage proteins				 no descriptionweakly similar to ( 141)AT2G39220| Symbols: PLP6, PLA IIB | PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir | chr2:16382133-16383741 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 Tymo_45kd_70kd Atrophin-1 PRK07764 TT_ORF1 PRK07003 Gag_spuma DUF1777 				Cluster: Patatin-like phospholipase domain containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase domain containin		UniRef90_Q653V2				CHR06V5|COORD:28109953..28108238|protein patatin-like phospholipase family protein, expressed		LOC_Os06g46350.1		CUST_23109_PI403524517		2.1641471		1.1137986		2.1641471		up

		35_37998		0.69478416		1.1679511		1.0166969		1.1454206		1.1771898		1.0302663		1.5459313		1.2835245		-0.14743423		-1.5487356		-1.2250559		0.09931898		-1.4273572		-1.6298599		-1.5801656		0.18867064		-0.3490801		0.74562025		1.046845		0.90638924		1.1006923		1.5156727		1.3660073		1.0720329		-0.15131855		-0.05657053		0.05657053		-1.2338374		-1.8731694		-1.6761272		-1.2795784		-3.0975697		-0.79064775		-1.5370841		-0.45157075		-1.5446908		1.00E-04		CHR3V7|COORD:9205171..9206202| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04420.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis]		AT3G25270.1		35.2		0		not assigned.unknown				 no description		5.00E-24		Cluster: Os02g0566300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0566300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0E0A4		3.00E-15		CHR01V5|COORD:15635934..15639882|protein retrotransposon protein, putative, unclassified		LOC_Os01g27430.1		CUST_135466_PI403524517		3.3354604		1.737886		3.3354604		up

		35_14902		0.63864374		1.8213425		1.0914311		1.2707343		0.84717417		0.74450636		1.4009109		1.6460471		0.43729258		-0.7762613		-2.1508296		-0.9761925		-0.2642212		-1.0241714		-0.7057924		-0.61812663		0.2407279		0.030674934		1.0954604		0.61589575		1.9624004		1.5689282		1.7155399		0.4108882		-0.030674934		-0.56717753		-0.8041024		-0.26969194		-0.11347246		-0.11781263		-1.5418444		-0.72767544		-0.98577976		-2.9469268		0.5416775		-0.22087526		9.00E-05		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		10		0		cell wall.cell wall proteins.proline rich proteins				 no descriptionvery weakly similar to (55.5)AT4G38770| Symbols: ATPRP4, PRP4 | PRP4 (PROLINE-RICH PROTEIN 4) | chr4:18097003-18098442 REVERSEnot assigned not assigned DUF1210 PRK12323 				Rep: Proline-rich protein precursor - Zea mays (Maize)		UniRef90_Q9SBX4				CHR10V5|COORD:2998100..2996844|protein proline-rich protein, putative, expressed		LOC_Os10g05970.1		CUST_52294_PI403524517		3.4667556		1.7935861		3.4667556		up

		35_5660		0.12274742		0.48595047		0.48187256		0.2505083		0.65578747		0.45484352		0.418005		0.33851624		0.080304146		-0.58979416		-0.23861217		-0.46791077		-0.72365093		-0.90996456		-0.8509865		-0.9818821		-0.96110535		-0.90064144		-0.1587534		0.58615875		0.14534569		0.37027454		0.41824436		0.19425583		0.56497097		0.40683365		0.29088116		0.113295555		-0.13990974		-0.080304146		-0.27706814		-0.17997742		-0.1923151		-0.48299122		-0.6441822		-0.5022888		4.00E-21		CHR2V7|COORD:9751439..9753273| galactosyl transferase GMA12/MNN10 family protein		AT2G22900.1		26.2		0		misc.UDP glucosyl and glucoronyl transferases				 no descriptionvery weakly similar to (95.1)AT2G22900| Symbols:  | galactosyl transferase GMA12/MNN10 family protein | chr2:9751439-9753273 REVERSE		6.00E-41		Rep: Alpha-6-galactosyltransferase - Zea mays (Maize)		UniRef90_Q5TIM9		1.00E-41		CHR02V5|COORD:30045728..30047497|protein glycosyltransferase 6, putative, expressed		LOC_Os02g49140.1		CUST_19538_PI403524517		2.1457078		1.1014537		2.1457078		up

		35_36085		1.1412635		1.1124625		0.6659198		1.233974		1.3129048		1.5133986		1.0989308		1.6603541		0.054176807		-0.22747469		-0.3513689		-0.579864		-0.66093826		-0.054176807		-0.3905368		0.27553988		-0.5682998		0.30233335		0.93207884		0.5413461		0.76918554		1.0197921		1.2942061		1.1993957		-0.2963481		-0.37470102		-0.17470789		-0.16869497		-0.29611874		-0.38858986		-0.7638507		-0.76794386		-0.41209126		-0.694922		-0.40190077		0.058059216				CHR3V7|COORD:1413180..1415570| SAR DNA-binding protein, putative		AT3G05060.1		27		0		RNA.regulation of transcription.putative transcription regulator				 no descriptionmoderately similar to ( 244)AT3G05060| Symbols:  | SAR DNA-binding protein, putative | chr3:1413180-1415570 REVERSEnot assigned not assigned not assigned Nop SIK1 				Rep: SAR DNA binding protein - Oryza sativa (Rice)		UniRef90_O80401				CHR03V5|COORD:13116327..13112402|protein nucleolar protein NOP5, putative, expressed		LOC_Os03g22740.1		CUST_3024_PI399408534		2.529208		1.3386856		2.529208		up

		35_37618		1.0022173		0.857903		0.8778801		1.0572462		0.97626257		1.084784		1.1195488		1.387608		-0.14370346		-0.9718628		-1.3143921		-1.195951		-0.83157873		-1.1044798		-1.3070536		0.292284		0.54093504		0.24980164		0.64633846		0.87717295		0.92750835		1.1056414		1.072557		0.8444319		-0.26314974		-0.66101503		-0.19046593		-0.9760065		-1.2641892		-1.1549072		-0.62388134		-1.4592221		-1.2727833		-0.9401202		0.14370346		-1.185473		3.00E-33		CHR3V7|COORD:18634362..18639766| KICP-02; microtubule motor		AT3G50240.1		31.1		0		cell.organisation				 no descriptionweakly similar to ( 132)AT5G47820| Symbols: FRA1 | FRA1 (FRAGILE FIBER 1); microtubule motor | chr5:19383731-19389455 FORWARDnot assigned not assigned KISc_KIF4 KISc Kinesin KISc KISc_KHC_KIF5 KISc_KIF3 		1.00E-29		Rep: Kinesin-like protein - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_Q8GS71		5.00E-34		CHR09V5|COORD:1157082..1166873|protein chromosome-associated kinesin KLP1, putative, expressed		LOC_Os09g02650.1		CUST_134042_PI403524517		2.9084027		1.540227		2.9084027		up

		35_16		-0.06437206		0.18975449		0.05837345		0.1921196		0.35789776		0.030111313		0.5985966		0.45706844		0.41548443		-0.39948654		-0.43153858		-0.44049358		-0.92631245		-0.95847034		-1.1574516		-1.2673407		-1.263525		-1.3757324		-0.18904781		0.41258526		0.12400055		0.55001354		0.6089077		0.29817867		0.77894783		0.37824345		0.6748085		0.21830559		-0.030111313		0.09247112		-0.70519066		-0.6156359		-0.65761375		-0.34175682		-0.7546797		-0.6647825		1.00E-18		CHR5V7|COORD:506753..507162| MT2B (METALLOTHIONEIN 2B)		AT5G02380.1		15.2		0		metal handling.binding, chelation and storage				 no descriptionnot assigned not assigned not assigned not assigned Metallothio_2 PRK07764 PRK12323 PRK07003 PRK05648 FAP Protamine_P1 PRK12678 Atrophin-1 				Rep: PZE40 protein - Hordeum vulgare (Barley)		UniRef90_Q06804		8.00E-33		CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed		LOC_Os05g02070.3		CUST_64_PI403524517		2.2372236		1.1617094		2.2372236		up

		35_1366		0.1654787		0.5609226		0.7933502		0.40765667		0.65824986		0.40299416		0.44359303		0.48960018		0.49715328		-0.059966087		0.12835121		0.021511078		-1.0941687		-1.1598864		-0.9634342		-0.59734726		-0.5194721		-0.6022291		0.37181377		0.13591003		0.3102045		-0.13591194		0.44236755		-0.2983055		-0.021511078		-0.47992325		-0.4312353		1.2900515		1.1606665		0.4940691		-0.105293274		-0.20596218		-0.22906876		-0.36864948		-0.3921442		-0.31353188		8.00E-12		CHR5V7|COORD:19134070..19134866| senescence-associated protein-related		AT5G47060.1		33.99		0		development.unspecified				 no descriptionvery weakly similar to (65.5)AT5G47060| Symbols:  | senescence-associated protein-related | chr5:19134070-19134866 FORWARDDUF581 		6.00E-31		Rep: H0307D04.12 protein - Oryza sativa (Rice)		UniRef90_Q01K54		2.00E-29		CHR04V5|COORD:29406044..29405065|protein expressed protein		LOC_Os04g49680.1		CUST_4953_PI403524517		2.0413387		1.0295156		2.0413387		up

		35_416		0.20576096		-0.058317184		0.15273952		0.19131851		0.37132072		0.35433292		0.18432331		0.058317184		0.13788319		-0.72417736		-0.86868954		-0.15122032		-1.4535227		-1.4257116		-1.5093412		-1.9024878		-1.9728708		-1.9497061		1.0016727		0.13642788		1.185483		-0.5892248		-0.21484566		-0.70205975		-0.5434408		-0.8403673		-0.7525883		0.06201172		-0.53520584		-0.39309406		0.16657352		0.25743008		0.2544365		0.24744892		0.099030495		0.22781467				CHR5V7|COORD:22263860..22265117| THI1 (THIAZOLE REQUIRING)		AT5G54770.1		18.2		0		Co-factor and vitamine metabolism.thiamine				 no descriptionhighly similar to ( 509)AT5G54770| Symbols: TZ, THI1 | THI1 (THIAZOLE REQUIRING) | chr5:22263860-22265117 FORWARDhighly similar to ( 566)THI42_MAIZEThiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Thi4 THI4 PRK04176 Atrophin-1 PRK07003 Herpes_BLLF1 PRK07764 PRK12323 HPC2 APC_basic Extensin_2 DUF1421 Tymo_45kd_70kd AF-4 PRK12678 GRASP55_65 FixC PRK05648 Herpes_UL32 DUF566 Herpes_TAF50 KAR9 TT_ORF1 Pneumo_att_G UbiH DUF1509 Drf_FH1 				Cluster: Thiamine biosynthetic enzyme; n=4; Oryza sativa|Rep: Thiamine biosynthetic enzyme - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XXS4				CHR07V5|COORD:20722885..20724404|protein thiazole biosynthetic enzyme 1-1, chloroplast precursor, putative, expressed		LOC_Os07g34570.1		CUST_1574_PI403524517		2.8405225		1.5061563		2.8405225		up

		Contig1834_at		-0.6260853		-0.46705484		-0.26462793		0.28172684		-1.8462071		-0.028437138		0.43868876		0.27826166		-1.7974877		-1.9268174		-2.0731595		-1.9767685		-1.2241921		-2.1852522		-1.4696836		-1.4667974		-0.4629984		-0.80841017		0.28622246		0.7736106		0.50306416		1.1641207		0.046673298		0.7314315		0.5528841		0.35029268		0.44566154		0.82663774		0.545949		0.70178986		0.062459946		0.028437614		0.20913792		-0.81894016		-0.29313564		-1.0567546		2.00E-33		Em-like protein GEA6 (EM6)		At2g40170.1     		17		0		hormone metabolism.abscisic acid.induced-regulated-responsive-activated				NONE		1.40E-45		EM PROTEIN CS41 pir||VUWTEM embryonic abundant protein Em - wheat emb|CAA36323.1| Em [Triticum aestivum]		P22701          		2.00E-40		protein embryonic abundant protein 1		Os05g28210		CUST_6072_PI404877155		2.088605		1.0625396		2.088605		up

		35_15173		0.57602024		0.7304859		0.835989		1.3707323		1.4843988		1.2843046		2.0836506		1.8018618		1.7447767		-0.37784004		0.21457386		0.12337589		-0.07853317		-0.36647797		-0.3709612		-0.05632782		-0.017673492		0.017674446		-0.5639124		-0.4107399		-0.3400898		0.18214226		0.64216137		-0.055583		0.9795666		0.09130001		0.34572697		0.19467735		-0.18068409		-0.7138624		-1.1705704		-1.4587536		-1.1162357		-1.2480707		-1.1138659		-1.1014652				0		0		35.2		0		not assigned.unknown				 no description				Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)		UniRef90_Q43490		8.00E-40		CHR04V5|COORD:14003269..14004470|protein phytase, putative		LOC_Os04g24460.1		CUST_53322_PI403524517		2.6850228		1.4249344		2.6850228		up

		35_34947		11.113471		10.737117		10.940187		10.090938		10.547451		9.628295		9.669153		9.999602		10.128915		-0.052460194		-0.19743955		0.54439044		-0.3449862		-0.2868476		-0.36707306		0.13056731		-0.2979542		-0.3875146		0.011550546		0.033343077		-0.37279928		0.92896605		-0.37191045		-0.18428707		-0.2359823		-0.31373715		-0.28835464		-0.011550546		-0.09123111		-0.24387467		2.8015509		0.4247465		0.3430221		0.19216955		-0.06679547		-0.2551304		7.00E-06		CHR2V7|COORD:16159629..16160944| CDKB1;2 (cyclin-dependent kinase B1;2); kinase		AT2G38620.2		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (52.8)CDC2_MAIZECell division control protein 2 homolog - Zea mays (Maize)not assigned not assigned not assigned not assigned 		5.00E-22		Cluster: Hypothetical protein NCU04426.1; n=2; Neurospora crassa|Rep: Hypothetical protein NCU04426.1 - Neurospora crassa		UniRef90_Q7RZ48		1.00E-05		CHR03V5|COORD:975945..979588|protein cell division control protein 2 homolog 1, putative, expressed		LOC_Os03g02680.2		CUST_123954_PI403524517		1405.7848		10.45716		1405.7848		up

		35_36264		0.7915859		1.1390929		1.1268206		1.2572961		1.1816878		1.1121836		1.3174162		1.4576821		-0.139637		-0.9998212		-0.30776596		-0.73052835		-0.76017237		-1.3037143		-1.2311215		-0.72098494		0.013009548		0.29339838		0.86638594		1.1748967		1.1387749		1.5544276		1.4721179		1.1644034		-0.013009548		-0.17012691		0.06391907		-0.5476756		-0.5977206		-0.3304758		-1.0345135		-1.5344243		-1.1334162		-0.8978534		0.3556614		-0.89681244						0		35.2		0		not assigned.unknown				 no description		9.00E-15		Cluster: Os10g0549700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0549700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0IVW6		4.00E-16		CHR10V5|COORD:21200811..21211312|protein expressed protein		LOC_Os10g40220.1		CUST_129042_PI403524517		3.172805		1.6657588		3.172805		up

		35_8756		0.82115793		1.1395445		0.93846226		1.2112665		0.71447325		0.92767143		0.41305256		0.87409925		-0.009159565		-0.44226694		-0.21679592		-0.078891754		-0.35645485		-0.43248177		-0.19744492		-0.077653885		-0.6095524		0.009160042		0.26847935		0.20786238		0.21609497		0.691967		0.5200305		0.34709644		-0.48517323		-0.03264427		-0.54620266		0.53684235		0.26478004		0.2748294		-0.7808609		-1.0287027		-1.0188689		-0.90862036		-0.7075701		-1.6237626				0		0		35.2		0		not assigned.unknown				 no description				Rep: H0818E04.20 protein - Oryza sativa (Rice)		UniRef90_Q01JI6				CHR04V5|COORD:22226251..22228352|protein expressed protein		LOC_Os04g37750.1		CUST_30331_PI403524517		2.067813		1.0481056		2.067813		up

		35_1371		0.5668907		1.0460215		1.037324		0.77350426		0.91910315		0.7283368		-0.047020435		0.6113391		0.828392		-0.031166553		-0.9235821		-3.51E-04		-0.75362825		-0.468369		-0.5652604		-0.70969105		-0.6854248		-0.49964046		0.9159155		0.12703705		1.419919		0.57227373		1.1006455		3.51E-04		0.3786335		-0.06278038		-0.31017494		0.10175991		1.8594136		1.2832632		-0.93538713		-0.318326		-1.4711647		-0.43756437		-1.1664023		-1.8371108		1.00E-12		CHR4V7|COORD:9833961..9834676| senescence-associated protein-related		AT4G17670.1		33.99		0		development.unspecified				 no descriptionvery weakly similar to (66.2)AT4G17670| Symbols:  | senescence-associated protein-related | chr4:9833961-9834676 REVERSEDUF581 		1.00E-30		Rep: H0307D04.13 protein - Oryza sativa (Rice)		UniRef90_Q01K53		6.00E-32		CHR04V5|COORD:29406044..29405065|protein expressed protein		LOC_Os04g49680.1		CUST_4974_PI403524517		2.3512776		1.2334449		2.3512776		up

		35_41179		0.043165207		0.248034		0.42444372		0.40010548		0.3809371		0.38260508		0.9414754		0.92439556		-0.4929781		-0.963645		-0.7874203		-0.8651285		-1.0086689		-0.8585429		-0.9595175		-0.4680748		-0.48716927		0.015942574		-0.015942574		0.39646196		0.46785784		0.8368459		0.37607574		0.29142046		-0.4961195		0.04220009		0.17091608		-0.2765956		-0.27013826		-0.12866688		0.08753967		-0.2120018		-0.5628481		0.6456666		-0.08253527		-0.35900736						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_147131_PI403524517		2.1001463		1.0704898		2.1001463		up

		35_41626		3.114595		2.8120255		2.9164786		2.1824546		2.5400872		2.4047542		2.3967109		3.124209		2.5260234		2.6989741		3.6045423		3.126553		1.5038133		0.6859374		0.9944248		0.8675122		0.77432203		0.6978636		-4.8119245		-4.7995863		-4.604891		-4.3620996		-4.7486506		-4.7414856		-4.7714925		-4.766423		-4.8049016		-0.6859374		-4.4203577		-2.6494281		-4.686638		-4.718975		-4.751318		-4.7876043		-4.37332		-4.8019543		4.00E-35		CHR1V7|COORD:4090174..4090587| ELP (EXTENSIN-LIKE PROTEIN); lipid binding		AT1G12090.1		26.21		0		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein				 no descriptionvery weakly similar to (77.8)AT4G12470| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr4:7401368-7401853 REVERSEvery weakly similar to (75.1)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)not assigned HPS_like Tryp_alpha_amyl 				Cluster: Lipid transfer protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipid transfer protein-like protein - Oryza sativa (japonica		UniRef90_Q6S509				CHR03V5|COORD:186677..187468|protein cortical cell-delineating protein precursor, putative, expressed		LOC_Os03g01300.1		CUST_148798_PI403524517		2.0097895		1.0070443		2.0097895		up

		35_26167		-1.0702991		-0.6175604		-1.4134703		1.6478		1.4053836		1.7207069		1.191236		1.5615344		1.530489		-1.742095		-1.2830977		-1.4246979		-0.6779213		-0.67678213		-0.086485386		-1.084382		-1.3094244		-1.4270506		-0.9861407		-1.164999		-1.2847366		1.3536453		0.656651		1.1857429		0.9469218		0.8552289		0.04456711		-2.2910798		-2.1769137		-0.04456663		1.0921841		0.30225325		1.1000843		0.7245245		0.45264578		0.25553846				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_91520_PI403524517		3.3423479		1.7408619		3.3423479		up

		35_47798		0.5055542		0.48534203		0.29719067		0.4850092		0.775177		0.5384121		0.8478222		0.6838274		0.87674904		-0.64165306		-0.59370136		-0.92529106		-0.09701538		-0.15165424		-0.26029968		-0.3437395		-0.3772812		-0.42338467		-0.2112608		0.18910408		0.03559208		0.5534115		0.55041695		0.39991188		0.9842529		0.393713		0.7066183		-0.03559208		-0.28934765		0.059134483		-0.76883507		-0.675375		-0.45932198		-0.0813961		-0.31295204		-0.23464203		1.00E-04		CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)		AT3G09390.1		35.2		0		not assigned.unknown				 no description		7.00E-09		Rep: PZE40 protein - Hordeum vulgare (Barley)		UniRef90_Q06804				0		0		CUST_171532_PI403524517		2.0481834		1.0343449		2.0481834		up

		35_21287		0.6677427		0.671649		0.5274267		0.6765709		0.5598259		0.6368189		0.92105293		1.001689		0.9094105		-1.8293295		-1.261405		-1.7604122		-0.7885771		-0.84725		-1.1946707		-0.17383003		-0.13145638		-0.14382267		-0.087776184		0.864378		0.37913227		0.6932144		0.6670017		0.44323635		0.59371376		0.82323456		0.8054371		-0.70154285		-0.6248131		-0.565444		-0.33482075		0.08777523		-0.26140404		-0.112202644		-0.32310963		-0.24956322		8.00E-28		CHR1V7|COORD:9951921..9952490| ATERF12/ERF12 (ERF domain protein 12); DNA binding / transcription factor/ transcriptional repressor		AT1G28360.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionweakly similar to ( 116)AT1G28360| Symbols: ERF12, ATERF12 | ATERF12/ERF12 (ERF domain protein 12); DNA binding / transcription factor/ transcriptional repressor | chr1:9951921-9952490 FORWARDweakly similar to ( 104)ERF4_TOBACEthylene-responsive transcription factor 4 - Nicotiana tabacum (Common tobacco)AP2 AP2 AP2 				Cluster: Hypothetical protein OJ1118_C04.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_C04.8 - Oryza sativa (japonica cultivar		UniRef90_Q75K84				CHR05V5|COORD:24345663..24344679|protein ethylene-responsive transcription factor 12, putative, expressed		LOC_Os05g41760.1		CUST_7581_PI399408534		3.1029923		1.6336601		3.1029923		up

		Contig8538_at		0.5546694		0.14527416		0.49789143		0.83895016		0.21298599		0.46621132		1.0690708		0.5933466		0.7586098		-0.37040615		-0.7579212		-0.7939539		-0.2243805		-0.30988503		-0.22792721		-0.6801567		-0.77273273		-0.69281197		-0.6676445		-0.4478283		-0.9261303		-0.016152382		-0.29892826		-0.15151691		0.11091328		-0.019688606		-0.03156948		-0.0043706894		0.0043706894		0.6616287		1.0778198		1.463644		1.2315989		1.96492		1.8613081		1.9155073		2.00E-39		bZIP transcription factor family protein		At5g28770.2     		27		0		RNA.regulation of transcription.bZIP transcription factor family				bZIP transcription factor family protein, similar to seed storage protein opaque-2(bZIP family)GI:168428 from Zea mays; contains Pfam profile PF00170: bZIP transcription factor; identical to cDNA bZIP protein BZO2H3 GI:10954098 or  bZIP transcription fact				light-induced protein CPRF-2 - parsley		S16321          				protein Similar to probable DNA binding protein - rice		Os12g40920		CUST_14713_PI404877155		2.1546671		1.107465		2.1546671		up

		35_30682		0.49839687		0.6415014		0.70702267		0.94470596		0.9827366		0.7696953		1.1076527		0.9185238		0.22745085		-0.25405693		-0.043897152		-0.20468569		-1.0710893		-1.2335439		-1.6131682		-0.8222046		-0.26516008		0.043897152		0.59409046		0.1426096		0.6250639		0.70504665		0.7179222		0.530241		0.09623861		-0.3943467		-0.112136364		-0.40046406		-0.5987716		-0.5026789		-0.25166798		-0.24777222		-0.7972908		-0.601655		0.10006809		-0.6748605		3.00E-05		CHR3V7|COORD:18685403..18686484| ATCEN2 (CENTRIN2); calcium ion binding		AT3G50360.1		35.2		0		not assigned.unknown				 no description		6.00E-34		Cluster: Hypothetical protein P0701E03.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701E03.37 - Oryza sativa (japonica cultivar-g		UniRef90_Q69YD3		3.00E-35		CHR06V5|COORD:5778228..5777929|protein EF hand family protein		LOC_Os06g11030.1		CUST_107829_PI403524517		2.5711243		1.3623993		2.5711243		up

		35_1586		0.39021683		-0.15035439		0.30840588		0.8773346		0.45250416		0.7917433		1.6142693		1.0454178		1.0707197		-0.70439434		-0.8159108		-0.54045296		-1.1330624		-1.2745976		-1.3139372		-1.1066871		-1.1918874		-1.0194325		0.50619316		-1.1878557		0.0097875595		-0.10946274		-0.08897114		-0.009786606		0.058873177		-0.14981556		-0.50154114		0.11043167		-0.20223904		-0.17222977		1.0142279		1.064003		1.1096506		1.468401		1.5855675		1.5587244				CHR3V7|COORD:5356789..5358425| similar to Os03g0586500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050569.1); similar to expressed protein [Oryza		AT3G15840.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 298)AT3G15840| Symbols:  | similar to Os03g0586500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050569.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97352.1) | chr3:5356789-5358425 REVERSEnot assigned 				Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6F2V2				CHR03V5|COORD:21589502..21591873|protein expressed protein		LOC_Os03g38950.1		CUST_5742_PI403524517		3.2996		1.7222911		3.2996		up

		35_25497		1.5363178		1.037899		0.87350845		1.0271764		1.2848086		1.5957513		1.3475132		1.6551471		0.37279606		-1.0717559		-1.2083154		-2.258158		-0.28652716		-0.45220184		-0.17766094		-0.44671917		-0.65813017		0.33222198		0.6531868		0.84203005		0.8808861		0.9961438		1.6011019		0.8636923		-0.76883984		-0.011213779		0.011213303		-0.50688267		-1.2425919		-0.95245695		-1.4295707		-1.950706		-0.41946268		-0.11835623		0.47722673		-0.2128272				CHR1V7|COORD:7404453..7405055| nodulin, putative		AT1G21140.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 131)AT1G76800| Symbols:  | nodulin, putative | chr1:28834239-28834829 FORWARDweakly similar to ( 118)NO21_SOYBNNodulin 21 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nodulin-21 Nodulin-21_like_1 DUF125 Nodulin-21_like_2 CCC1_like COG1814 Ferritin_CCC1_C PRK12323 PRK12678 PRK07003 DUF1509 				Rep: H0701F11.2 protein - Oryza sativa (Rice)		UniRef90_Q259L4				CHR04V5|COORD:34892391..34893438|protein integral membrane protein, expressed		LOC_Os04g59020.1		CUST_89125_PI403524517		3.691585		1.8842404		3.691585		up

		35_27148		1.2790678		1.733525		1.8315437		1.0554225		1.2947333		2.4206212		2.377292		2.9317362		2.1811674		0.8623526		-1.4560816		1.5285828		1.4734414		1.1131952		2.038863		2.3080113		0.059844017		-0.061709404		-0.24619055		-0.5445087		0.0682838		0.005284786		-0.4185102		-1.0576496		-1.9468758		-1.9809055		-1.5992384		-0.58926487		-1.1022356		-1.1144176		-2.4722672		-2.482452		-1.5509765		-2.5323386		-2.5283487		-0.005284786				0		0		35.2		0		not assigned.unknown				 no description				Cluster: Os07g0515700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0515700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D632				CHR07V5|COORD:19825536..19831501|protein expressed protein		LOC_Os07g33200.1		CUST_94992_PI403524517		2.0370934		1.0265121		2.0370934		up

		35_19358		-0.33725643		-0.638237		-0.48120117		0.5781126		0.039683342		0.2267065		1.0176649		0.46646786		0.6267128		-0.5021		-0.83424616		-1.0516152		-0.8154192		-0.93532515		-0.90012264		-1.1442137		-1.3587141		-1.2235751		-1.0630679		-0.9381833		-1.6095204		0.4849615		0.4006195		0.5081301		0.7243128		0.64094543		0.42911243		-0.11467075		-0.21203041		-0.039683342		0.6361809		0.744709		0.56602955		0.80082417		0.72538567		0.649457				CHR2V7|COORD:10161062..10162680| HNH endonuclease domain-containing protein		AT2G23840.1		28.1		0		DNA.synthesis/chromatin structure				 no descriptionmoderately similar to ( 290)AT2G23840| Symbols:  | HNH endonuclease domain-containing protein | chr2:10161062-10162680 REVERSEMcrA HNHc HNH HNHc 				Cluster: Hypothetical protein OSJNBa0050F10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050F10.26 - Oryza sativa (japonica		UniRef90_Q69LD1				CHR07V5|COORD:3722746..3724792|protein endonuclease/ nucleic acid binding protein, putative, expressed		LOC_Os07g07480.1		CUST_67758_PI403524517		2.2044866		1.1404427		2.2044866		up

		35_10297		1.6124058		1.3804517		1.5749435		1.9164524		1.4624329		1.7078962		1.9836864		1.8019972		2.0739117		1.1629872		1.3097687		1.0948086		0.25624466		0.2954793		-0.5298891		-0.16986465		-0.06554842		0.04762125		-2.2212029		0.14723635		-1.864152		-0.32095957		-0.6471257		-0.23727655		-0.47711802		0.0642457		-0.04762125		-0.565557		-1.0899191		-1.2457538		-1.0894709		-0.8280444		-0.98926973		-0.8252802		-1.4960098		0.17118502				CHR1V7|COORD:24493836..24496391| ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase		AT1G65840.1		26.7		0		misc.oxidases - copper, flavone etc.				 no descriptionweakly similar to ( 166)AT1G65840| Symbols: ATPAO4 | ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase | chr1:24493836-24496391 FORWARDnot assigned not assigned Amino_oxidase COG1231 COG1233 PRK11883 HemY HdrA COG3380 				Rep: OSJNBb0004A17.1 protein - Oryza sativa (Rice)		UniRef90_Q7XPI8				CHR04V5|COORD:34029263..34025190|protein lysine-specific histone demethylase 1, putative, expressed		LOC_Os04g57560.1		CUST_35705_PI403524517		2.5417833		1.345841		2.5417833		up

		35_4386		0.8929815		1.0880985		1.3237762		1.2461958		1.3128777		0.78583527		1.9693613		1.5283566		1.3159742		0.43474197		0.8197975		0.8663721		0.26655293		-0.03145981		-0.32852745		0.056027412		0.031458855		0.088440895		-0.7792969		-1.0128965		-1.1175852		-1.477272		-0.84413147		-1.7018013		-1.1941347		-2.0574846		-1.8549623		0.3244295		0.04546547		-1.2595596		-1.5297909		-2.3564472		-1.5660343		-2.8418016		-2.5799513		-2.6316147		1.00E-05		CHR2V7|COORD:16243624..16244128| protease inhibitor, putative		AT2G38870.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (65.1)ICI2_HORVUSubtilisin-chymotrypsin inhibitor-2A - Hordeum vulgare (Barley)potato_inhibit 		2.00E-36		Rep: CI2D - Hordeum vulgare (Barley)		UniRef90_Q8LLA8		1.00E-16		CHR12V5|COORD:22160429..22159864|protein subtilisin-chymotrypsin inhibitor CI-1B, putative, expressed		LOC_Os12g36210.1		CUST_15214_PI403524517		2.0404603		1.0288947		2.0404603		up

		35_26278		0.057361603		-1.3088069		0.84058666		-0.11959362		0.0061302185		0.4478321		1.1382537		1.0349569		0.69570255		-2.2535255		-2.4557726		-4.1908097		-2.4554288		-2.5787299		-3.7711506		-2.532829		-2.0044434		-2.103051		-1.6430216		-3.0885992		-2.5374222		-3.042079		-1.157897		1.2905064		-0.0061297417		0.20422411		0.7401495		-1.0001278		5.4443216		2.4554567		2.5081458		2.9388294		2.4846296		2.7853527		2.5305257		2.6362848				0		0		35.2		0		not assigned.unknown				 no description		6.00E-38		Cluster: NAC domain transcription factor; n=3; Triticum aestivum|Rep: NAC domain transcription factor - Triticum aestivum (Wheat)		UniRef90_Q4U0D4				0		0		CUST_91908_PI403524517		8.08558		3.0153513		8.08558		up

		35_7613		1.3373017		1.0215454		0.8816004		1.0309453		1.4026179		1.231391		1.8691535		1.2153921		1.4109049		0.3503213		-0.18578053		1.306531		-0.07270098		0.07270098		-0.34241247		0.15481853		0.4871688		0.30499315		-0.8495524		-1.9164648		-0.4979186		-0.2982273		-0.25708842		-0.61356854		0.72763824		-0.19039083		-0.33576941		0.18588734		-0.99380565		0.100952625		-0.63623476		-0.2551868		-0.54308987		-0.6204982		-0.840291		-2.2948627				CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionweakly similar to ( 197)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 333)GSTH1_ORYSAnot assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_family GST_C GST_N_2 GST_N GST_C_family GST_N_Beta GST_C_EFB1gamma GST_N_4 GST_N_Ure2p_like GST_N_EF1Bgamma GST_N_GTT2_like GST_N_Theta GST_C_1 GST_N_Delta_Epsilon GST_C_Ure2p_like GST_N_SspA PRK10542 GST_N_Zeta GST_C_2 PRK11752 				Rep: Glutathione-S-transferase 19E50 - Triticum aestivum (Wheat)		UniRef90_Q8LGN5				CHR01V5|COORD:15609939..15607996|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os01g27360.1		CUST_26268_PI403524517		2.050726		1.0361347		2.050726		up

		35_34639		2.680478		2.5344744		2.539589		2.4294024		2.4320898		2.4902935		2.248292		2.4698792		2.2126942		-2.8428974		-2.8958635		-3.568717		-2.355713		-2.474557		-2.2905107		-1.900619		-2.2299452		-1.8332272		1.5752668		2.103116		1.7668896		2.5138912		2.2319555		2.473463		2.117817		2.1121302		2.1591015		-2.774427		-2.4996257		-1.7292972		-2.3383293		-2.494761		-2.1373415		-1.5752673		-2.1079273		-2.3749776						0		35.2		0		not assigned.unknown				 no description				Vrs1 Homeobox transcription factor		0				0		0		CUST_122777_PI403524517		30.623825		4.9365826		30.623825		up

		35_48244		-0.108240604		0.090789795		0.564291		0.6111698		0.33200884		0.3718381		0.8015342		0.87737846		-0.38052607		-0.8158431		-0.45611668		-1.196626		-0.7711935		-0.6150036		-0.6981964		-0.93621254		-0.85026646		0.03655815		-0.010195732		0.22220421		0.31146908		0.8307452		0.79106903		0.5098319		-0.13384771		0.05513811		0.21779108		-0.34304905		-0.92294407		-0.72212076		0.010195255		1.3684535		-0.71758604		-0.48578215		0.03294611		-0.37714195						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_173258_PI403524517		2.072627		1.0514605		2.072627		up

		35_6809		-0.04096222		-0.330966		-0.18902683		-0.114341736		0.119888306		0.04096222		0.9744096		0.4574213		0.4493394		-0.5553713		-1.2290955		-1.3138287		-0.43303442		-0.4481287		-1.1043105		-1.4387393		-0.99846125		-0.6587806		1.8879561		-0.6764488		2.026132		-0.28273916		0.08302736		-0.4716816		0.80437374		0.60203934		0.593771		-1.2396035		-0.14694357		0.9327593		1.3869658		1.8881898		1.2406621		1.589901		1.1258545		1.3619089		1.00E-33		CHR4V7|COORD:913555..916414| PIT1 (PITCHOUN 1); protein binding / zinc ion binding		AT4G02075.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionweakly similar to ( 117)AT4G02075| Symbols: PIT1 | PIT1 (PITCHOUN 1); protein binding / zinc ion binding | chr4:913555-916414 REVERSEnot assigned not assigned RINGv SSM4 zf-C3HC4 				Cluster: Os05g0355300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0355300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DIX0				CHR05V5|COORD:16772537..16769917|protein PIT1, putative, expressed		LOC_Os05g28730.1		CUST_23427_PI403524517		2.0859714		1.0607194		2.0859714		up

		35_33802		0.010056019		-0.0024514198		-0.18021631		0.47418165		0.3861909		0.5302119		0.6246066		0.82881594		-0.94727516		-1.4749403		-2.0448136		-1.2212		-1.4140806		-1.7934074		-1.3788338		-1.1791568		-1.5699906		-0.4105649		0.13840532		0.17600775		0.02128601		0.70200396		0.9065528		0.8307948		0.062303543		-0.2031107		0.13168526		-0.54138184		-0.31906557		-0.3876152		-0.27534914		-0.4076643		0.0024514198		0.07736683		0.39638186		0.11745596						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_119466_PI403524517		2.9876516		1.5790119		2.9876516		up

		35_6967		-0.4751606		-0.073937416		-0.5031223		0.036052704		0.27897787		-0.060112		1.276483		0.5409627		0.6975026		-1.3757863		-0.9653683		-1.2570357		-1.0501914		-0.53733015		-0.5872512		-0.47944832		-0.40853405		-0.8488412		0.14044523		-0.2665167		-0.036052704		0.1913929		1.1911669		0.7418394		1.3659253		1.6882238		1.7984476		-0.73698044		-0.31030655		-0.423244		0.16571856		0.2489748		0.25172758		0.060408115		0.16022587		0.6594119				CHR3|COORD:2582388..2585857| similar to phosphoinositide-specific phospholipase C family protein [Arabidopsis thaliana] (TAIR:At5g58700.1); similar to		AT3G08510.2		30		0		signalling.phosphinositides.phosphoinositide phospholipase C				 no descriptionmoderately similar to ( 394)AT3G08510| Symbols: ATPLC2 | ATPLC2 (PHOSPHOLIPASE C 2); phospholipase C | chr3:2582632-2585562 REVERSEnot assigned not assigned not assigned PLCYc C2_2 PI-PLC-Y PLCc C2 C2 C2 				Cluster: Putative phosphatidylinositol-specific phospholipase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol-specific phospho		UniRef90_Q75IL8				CHR05V5|COORD:1513734..1519597|protein phospholipase C, putative, expressed		LOC_Os05g03610.1		CUST_2535_PI399408534		2.0353408		1.0252703		2.0353408		up

		35_42654		-0.007727623		0.5044055		0.76432896		0.6403303		0.42080927		0.61173534		0.97196245		1.0526695		-0.79060125		-0.81547165		-0.7826705		-0.8380885		-1.0874128		-1.0310073		-1.1658316		-1.0345607		-1.0902739		0.050844193		0.49862766		0.75751114		0.6996107		1.1286097		1.086194		0.952651		0.007727623		-0.09749317		0.15266323		0.060696602		-0.20700073		0.23848104		-0.0398736		-0.26365185		-0.34972668		-0.45803595		-0.4789257		-0.7750039		6.00E-13		CHR2V7|COORD:6885226..6887825| SQN (SQUINT)		AT2G15790.1		31.3		0		cell.cycle				 no descriptionvery weakly similar to (70.5)AT2G15790| Symbols: CYP40, SQN | SQN (SQUINT) | chr2:6885226-6887825 REVERSEnot assigned not assigned 		4.00E-26		Cluster: Putative cyclophilin-40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclophilin-40 - Oryza sativa (japonica cultivar-group)		UniRef90_Q69TG8		2.00E-27		CHR06V5|COORD:5938646..5932790|protein peptidyl-prolyl cis-trans isomerase CYP40, putative, expressed		LOC_Os06g11320.2		CUST_152613_PI403524517		2.5125527		1.3291539		2.5125527		up

		35_33182		1.6325731		1.8280354		1.4573436		1.4917355		1.4115157		2.0296688		1.8863535		1.6058645		1.5722175		-0.22988749		-0.0020422935		-0.3725338		-0.51135874		-1.1963806		0.7640772		-0.76338196		-1.0999417		-1.2110147		-0.7680254		0.06630421		-0.1005826		-0.052767277		-0.15898228		0.17886782		0.071255684		-0.1776228		-0.035049915		0.73415136		0.65047264		0.5052085		-0.37647772		-0.0792017		-0.5727496		0.22156906		0.0020422935		-0.096745014						0		35.2		0		not assigned.unknown				 no description				Cluster: Hypothetical protein OJ1316_A04.102-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_A04.102-1 - Oryza sativa (japonica		UniRef90_Q7XIQ6				CHR07V5|COORD:26982211..26976662|protein expressed protein		LOC_Os07g45194.1		CUST_117082_PI403524517		4.5029287		2.1708636		4.5029287		up

		35_46036		0.9403634		0.95463276		1.2298799		1.2774153		1.342535		1.3354368		1.5523629		1.9565673		0.19757366		-0.64011097		-0.3967328		-1.6461773		-0.50981355		-0.5044131		-1.2283092		0.010210991		-0.5708649		0.10213518		1.0563097		0.9111967		0.63199043		1.2477355		1.3472981		1.0490317		-0.888978		-0.28100634		-0.032184124		-0.17881155		-0.6992259		-1.0321989		-0.36370897		-0.6744039		-0.8330107		-0.18276405		-0.010211468		0.6157012						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_165184_PI403524517		3.4743915		1.7967603		3.4743915		up

		35_49439		0.7804203		0.96057796		0.8970041		0.97823334		1.0762472		1.2402334		0.9437103		1.131033		1.1458406		-1.1843247		-1.0853162		-1.0075436		-1.04458		-1.287087		-1.3628592		-0.67473936		-0.76560926		-0.8860979		0.3400545		1.3370838		1.0198488		1.131033		1.0733204		1.091568		1.0415297		1.1338787		1.1823311		-0.7408805		-0.6086793		-0.575438		-0.340055		-0.39126062		-0.46688128		-0.66092825		-0.4418664		-0.6878023		3.00E-27		CHR1V7|COORD:12417309..12421167| leucine-rich repeat transmembrane protein kinase, putative		AT1G34110.1		30		0		signalling.receptor kinases.leucine rich repeat XI				 no descriptionweakly similar to ( 117)AT1G34110| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:12417309-12421167 REVERSE		8.00E-35		Cluster: Putative receptor-like protein kinase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase 2 - Oryza sativa (japon		UniRef90_Q69X93		4.00E-36		CHR06V5|COORD:23147854..23143702|protein receptor-like protein kinase precursor, putative, expressed		LOC_Os06g38990.1		CUST_12262_PI399408534		4.1415243		2.0501618		4.1415243		up

		35_30989		1.4476733		1.6881843		1.6873908		2.544508		2.336915		2.5893755		2.5407543		2.9794455		-4.85E-04		-1.6743383		-0.55448866		-1.5093641		-0.300416		-0.6224513		-0.6343851		0.17988348		-0.17892075		1.0614686		1.4703822		1.3847733		1.5869536		2.455285		2.7058992		2.4982004		-1.3480082		-0.41167784		4.85E-04		-1.3324537		-0.74252653		-0.79664755		-0.41966963		-1.4658108		-0.6530371		-0.019684315		0.86981916		-0.027056217		7.00E-31		CHR1V7|COORD:28559111..28559626| plastocyanin		AT1G76100.1		1		0		PS.lightreaction.other electron carrier (ox/red).plastocyanin				 no descriptionweakly similar to ( 129)AT1G76100| Symbols:  | plastocyanin | chr1:28559111-28559626 REVERSEmoderately similar to ( 210)PLAS_CHLREPlastocyanin, chloroplast precursor - Chlamydomonas reinhardtiiCopper-bind PRK02710 PetE COG4454 				Cluster: Plastocyanin, chloroplast precursor; n=3; Chlamydomonas|Rep: Plastocyanin, chloroplast precursor - Chlamydomonas reinhardtii		UniRef90_P18068		1.00E-39		CHR06V5|COORD:149246..148387|protein plastocyanin, chloroplast precursor, putative, expressed		LOC_Os06g01210.1		CUST_108994_PI403524517		5.4628043		2.4496417		5.4628043		up

		35_21469		0.48143482		0.2561369		0.57156086		0.6162605		0.71510315		0.4361949		0.7998748		0.6514082		-0.05246353		-1.3454375		-1.2814946		-1.1293626		-1.7349453		-1.7045131		-2.250092		-1.8220415		-1.5351238		0.05246353		0.5653715		0.75345993		0.37264442		0.9786854		1.5403495		0.8660574		0.34768486		0.34768486		0.23269606		-1.3744812		-1.9204383		-1.3821902		-0.7934437		-1.2709622		-1.5159168		-1.2764573		-0.6079664		-1.0699697		4.00E-06		CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein		AT4G13340.1		35.2		0		not assigned.unknown				 no description		4.00E-29		Cluster: Hypothetical protein P0005C02.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005C02.106 - Oryza sativa (japonica cultivar		UniRef90_Q7EZU0		2.00E-30		CHR08V5|COORD:13840282..13840959|protein expressed protein		LOC_Os08g23170.1		CUST_74881_PI403524517		3.7685413		1.9140062		3.7685413		up

		35_2715		-1.1745605		-1.1935406		-1.0906658		-0.44256496		-0.3103485		-0.3162489		-0.6181364		-0.53618336		-0.54408646		-2.368105		-1.2619667		-1.469429		-1.714427		-2.0144644		-1.1077738		-2.5747175		-2.3924685		-2.38408		0.3433628		0.6085167		0.31034946		0.91129017		1.1363487		1.304882		0.6247978		0.5742111		0.71973705		0.55046177		0.5314026		0.9523659		0.9885254		0.91464806		0.6763716		0.3693323		0.53055096		0.5360298				0		0		35.2		0		not assigned.unknown				 no description		3.00E-17		Cluster: Ice recrystallisation inhibition protein; n=1; Lolium perenne|Rep: Ice recrystallisation inhibition protein - Lolium perenne (Perennial ryegrass)		UniRef90_Q9M3W4				0		0		CUST_9635_PI403524517		2.3440619		1.2290106		2.3440619		up

		35_12721		2.3379433		1.5040233		2.102833		2.2158258		2.1320484		1.2352579		1.4295061		2.2914612		2.6370351		0.5590193		-2.054906		-0.51104355		0.70505977		1.1269829		1.8501637		2.2545865		-1.2186272		-1.1234977		-1.8180557		-1.2259953		-2.469636		-1.2166047		-0.49896598		-0.2920773		-0.36425447		-0.5692508		0.8323662		-1.0052311		-0.42838216		-1.6219468		0.06468868		0.5360906		-1.2203679		0.7228596		-0.06468868		-0.45206428				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_44342_PI403524517		3.5086367		1.8109106		3.5086367		up

		35_44460		1.7881584		1.660862		1.6915503		1.8406563		1.6922226		1.9137926		2.145051		2.1930456		-0.4323702		-2.05556		-1.6420522		-2.9771385		-0.90263414		-1.0722127		-0.652606		-0.17539215		0.10918188		1.3419933		1.3664913		1.5472193		1.472827		1.7559385		2.2025023		1.8086185		-1.1431727		-0.653883		-0.10918236		-1.9793558		-1.8720174		-1.4032516		-1.0555501		-1.7866716		-0.41583443		0.37096643		0.65432453		-0.7609458						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_159285_PI403524517		5.665308		2.5021544		5.665308		up

		35_6454		1.2054071		0.3676114		1.8748069		1.2904196		0.8666296		0.8439188		2.516625		2.2520747		1.8064523		-0.106990814		-0.38131714		-0.51631784		-1.7979593		-1.5569291		-1.676209		-2.138217		-2.28635		-1.9912171		-2.4507365		-1.8090515		-3.6329033		-2.4971013		-2.3313682		-2.4259267		-2.1532497		-2.1662552		-2.0418706		0.106990814		2.2294621		1.4816341		2.2305074		2.6744933		2.176991		2.895968		2.663094		2.687529				0		0		35.2		0		not assigned.unknown				 no description		7.00E-27		Cluster: Hypothetical protein P0552F09.132; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0552F09.132 - Oryza sativa (japonica cultivar		UniRef90_Q7X770		3.00E-28		CHR07V5|COORD:25534224..25537605|protein expressed protein		LOC_Os07g42650.2		CUST_22213_PI403524517		7.1137276		2.8306057		7.1137276		up

		35_5999		0.30768776		0.008060455		0.3212843		0.6801729		0.7820196		0.6750355		0.9245672		0.7492409		0.8021755		-0.25636673		-0.35050678		-0.27056694		-0.3632145		-0.35674572		-0.44826126		-0.50037956		-0.73336697		-0.5457363		-0.42167473		-0.38467407		-0.7770128		-0.059940338		-0.008060455		0.2066307		-0.098757744		-0.11390877		-0.16851997		-0.09804821		0.15163422		0.064847946		1.5351524		1.5432682		1.3251324		1.3425989		1.7391195		1.7647171		2.00E-17		CHR5V7|COORD:24215441..24217728| APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator		AT5G60100.1		27		0		RNA.regulation of transcription.Psudo ARR transcription factor family				 no descriptionvery weakly similar to (85.9)AT5G60100| Symbols: PRR3, APRR3 | APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator | chr5:24215441-24217728 REVERSEvery weakly similar to (85.9)PRR95_ORYSACCT 				Cluster: CCT motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCT motif family protein, expressed - Oryza sativa (japonica cult		UniRef90_Q2RAB7				CHR11V5|COORD:2784900..2789633|protein CCT motif family protein, expressed		LOC_Os11g05930.4		CUST_17319_PI399408534		2.011646		1.0083765		2.011646		up

		35_29462		0.21577215		0.7022419		0.60195065		0.70929384		0.67422485		0.45143414		0.48318577		0.53873014		0.8738661		-0.24941587		-0.54680395		-0.27472687		-0.49912882		-0.33033562		-0.652863		-0.46947336		-0.36907864		-0.4637189		-0.4335661		0.29118013		0.24084806		0.63938093		0.69049454		0.78797674		0.88174915		1.0234075		0.7658739		-0.37792873		-0.19466543		-0.062463284		-0.30497313		-0.39014387		-0.74905443		-0.14959908		-0.44589663		0.062463284						0		35.2		0		not assigned.unknown				 no description		3.00E-10		Cluster: Hypothetical protein P0571B09.138; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0571B09.138 - Oryza sativa (japonica cultivar		UniRef90_Q69PK4		2.00E-11		CHR08V5|COORD:2606136..2604863|protein hypothetical protein		LOC_Os08g05080.1		CUST_103320_PI403524517		2.0164323		1.0118049		2.0164323		up

		35_20475		1.7394395		1.590951		2.0206914		3.1736627		2.9181323		3.0484118		3.6319242		3.619969		3.5184636		1.1119442		1.0469251		0.8035846		2.0524383		2.1989818		0.86525154		2.681006		2.6686578		2.6912236		-4.9912586		-3.940264		-4.6480446		-1.9264073		-2.6309476		-2.2518492		-1.1086059		-0.8035846		-0.89957		-3.555684		-5.0063887		-3.5315888		-3.5858107		-2.4526756		-3.9693298		-3.1573462		-3.806592		-2.3114285				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_71460_PI403524517		2.0219352		1.0157368		2.0219352		up

		35_24299		0.24892044		-0.4061365		-0.21709633		-0.23630428		-0.30977917		-0.06531811		0.31760597		0.5681448		0.08792877		-1.6480932		-1.8927803		-1.422327		-1.6438446		-1.7886505		-1.5798883		-2.0376225		-2.112049		-2.019414		-0.04791832		0.5558548		-0.23630428		0.24335861		0.11929989		0.04791832		0.22886658		0.3342991		0.09320259		-0.6720114		0.50837994		-0.3133192		0.4145174		1.3559675		0.62188625		1.3099918		0.9542017		0.9307623		4.00E-12		CHR3V7|COORD:2347680..2348576| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25240.1); similar to Os01g0915000 [Oryza sativa (japonica		AT3G07350.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (57.4)AT3G07350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25240.1); similar to Os01g0915000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045184.1); similar to uncharacterized plant-specific domain TIGR01615 family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA93251.2); contains InterPro domain Protein of unknown function DUF506, plant; (InterPro:IPR006502) | chr3:2347680-2348576 FORWARDDUF506 		2.00E-24		Cluster: Hypothetical protein P0004D12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0004D12.15 - Oryza sativa (japonica cultivar-g		UniRef90_Q8LQF7		6.00E-26		CHR01V5|COORD:40194309..40193187|protein plant-specific domain TIGR01615 family protein, expressed		LOC_Os01g68650.1		CUST_84804_PI403524517		3.4641824		1.7925149		3.4641824		up

		Contig23325_at		0.06576538		0.111720085		-0.002292633		0.4009838		0.23732471		0.44912052		0.13372517		0.40555668		0.5433588		-2.2109962		-2.0824895		-2.0448074		-0.890872		-0.9636946		-1.3807411		-1.1863866		-1.191225		-1.2488656		-0.52530384		0.10122967		-0.2964325		0.40721607		0.42679882		0.3828125		0.33281422		0.6825218		0.67634296		-1.9005308		-1.899826		-1.0096493		-0.4931183		-0.271142		-0.47927284		0.05346489		0.21894264		0.002292633		8.00E-18		amino acid transporter family protein		At3g28960.1     		34.3		0		transport.amino acids				NONE		7.00E-32		OSJNBa0072F16.7 [Oryza sativa (japonica cultivar-group)] ref|XP_472750.1| OSJNBa0072F16.7 [Oryza sativa (japonica cultivar-group)]		CAD40982.2      		4.00E-33		protein Transmembrane amino acid transporter protein		Os04g38680		CUST_7913_PI404877155		3.310984		1.72726		3.310984		up

		35_5029		0.5043316		0.088077545		0.44398308		0.31875896		0.79002		0.64942646		0.5418701		0.33436775		0.57817364		-0.42909718		-0.6281662		-0.78011703		-0.40989685		-0.553669		-0.6906004		-0.62568665		-0.6527891		-0.6870775		-0.21947193		0.21207714		-0.2043047		-0.5469122		-0.25285053		-0.3259983		-0.551074		-0.4531927		-0.76112366		-0.088077545		0.2568407		0.105651855		1.5914612		1.6585846		1.7685642		1.7346077		1.8522348		1.8143654				0		0		35.2		0		not assigned.unknown				 no description		3.00E-22		Cluster: Hypothetical protein P0519D04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.18 - Oryza sativa (japonica cultivar-g		UniRef90_Q5N7L8		1.00E-23		CHR01V5|COORD:28672690..28677882|protein expressed protein		LOC_Os01g49310.2		CUST_17412_PI403524517		2.1117756		1.0784566		2.1117756		up

		35_18284		2.5509577		2.557272		2.6951256		2.0563307		2.2978659		2.2836561		1.630763		2.0780535		1.9074488		2.0520697		2.3136349		2.0612211		1.3575983		1.018259		0.68433		0.4912386		0.5651932		0.4405594		-1.3933353		-0.72519875		-1.0795956		-1.2127447		-1.3330536		-1.3743582		-1.4089918		-1.6641703		-1.630805		-0.4405594		-0.9892216		-0.9028778		-2.4470453		-2.5753365		-2.339387		-2.675232		-2.9947338		-3.1523042				CHR1V7|COORD:310332..313011| subtilase family protein		AT1G01900.1		29		0		protein.degradation.subtilases				 no descriptionmoderately similar to ( 256)AT5G67360| Symbols: ARA12 | ARA12; subtilase | chr5:26889418-26891691 REVERSEnot assigned not assigned PA_subtilisin_like Peptidase_S8 AprE PRK12678 				Cluster: Putative subtilisin-like serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like serine protease - Oryza sativa (jap		UniRef90_Q6ZL89				CHR07V5|COORD:23396515..23398961|protein subtilisin-like protease precursor, putative, expressed		LOC_Os07g39020.1		CUST_64021_PI403524517		2.0113332		1.0081521		2.0113332		up

		Contig2899_s_at		0.54953766		0.7793436		0.88231564		1.4215946		1.5935745		1.503005		2.228325		1.8771257		1.930646		-0.3586235		0.270442		0.16390419		-0.07251835		-0.28267384		-0.35699844		0.08040047		-0.03592968		-0.009616852		-0.91848564		-0.56175137		-0.6115732		0.099536896		0.5720053		-0.15131855		0.9727993		0.04361248		0.32331657		0.0096178055		-0.37204742		-0.9624014		-1.4308615		-1.7764149		-1.3501749		-1.2401114		-1.2321672		-1.3029766				0		0		17.7		0		hormone metabolism.jasmonate				NONE				jasmonate induced protein - barley emb|CAA58110.1| jasmonate induced protein [Hordeum vulgare subsp. vulgare]		S58215          		1.00E-40		protein hypothetical protein		Os04g24460		CUST_9105_PI404877155		2.7996204		1.4852313		2.7996204		up

		HvABA8'OH-2		0.010725975		0.35446596		0.69194555		0.68542624		1.1834898		0.81787634		1.5725574		1.4745994		1.5433278		-0.88615084		-1.0393348		-1.3677125		-0.7524557		-0.67147684		-1.1076822		-1.6959093		-1.3421583		-1.8606105		0.0053544044		-1.0524783		-0.17548895		0.56592035		1.2512531		0.6814103		1.5923867		1.4296966		1.366292		-0.95937634		-0.7207289		-0.67051363		-0.20633984		-0.22048998		-0.0053544044		-0.07321501		0.042916298		1.2246246										0																				CUST_689_PI399407379		4.339548		2.117545		4.339548		up

		35_15984		0.7790699		0.77617264		0.9466181		1.7802687		1.9234018		1.5536537		2.4573135		2.1819963		2.1085815		0.50783634		-0.08065224		1.0594053		0.5579729		0.51853275		0.07842159		0.6324072		0.43986797		0.58101845		-2.5861855		-2.8582926		-3.0626202		-1.3563709		-0.98454666		-1.5719452		-0.27494144		-0.44155788		-0.13247013		-1.473094		-1.3878794		-1.5378313		-0.36373806		-0.46540165		-0.33686733		-0.0193367		0.0193367		-0.14537334		1.40E-45		CHR5V7|COORD:24428179..24432075| zinc finger (C3HC4-type RING finger) family protein		AT5G60710.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionweakly similar to ( 162)AT5G60710| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:24428179-24432075 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned vWA_C3HC4_type vWA_interalpha_trypsin_inhibitor vWFA vWA_subgroup VWA VWA PRK07003 vWFA_subfamily_ECM PRK12323 APC_basic PRK07764 PRK12678 vWA_subfamily Herpes_BLLF1 vWA_BatA_type DUF566 TerY COG2304 HPC2 Atrophin-1 Pneumo_att_G PRK05648 ChlD vWA_Magnesium_chelatase Tymo_45kd_70kd VgrG vWA_ywmD_type IER PRK12372 				Cluster: Von Willebrand factor type A domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Von Willebrand factor		UniRef90_Q2QSE5				CHR12V5|COORD:13911270..13913324|protein retrotransposon protein, putative, unclassified, expressed		LOC_Os12g24390.1		CUST_56151_PI403524517		2.1957233		1.1346962		2.1957233		up

		35_42776		-0.24632168		0.2244873		-0.090084076		0.56602335		0.64456177		1.065917		0.33275747		0.88477755		1.0923977		-0.79164076		-0.8282809		-0.7072787		-0.018916607		-0.30849123		-0.71031857		-0.6509428		-1.0414786		-0.8936372		-0.31849623		1.0120387		0.57689		1.4324503		1.2053819		1.075829		1.8192968		1.8976264		1.7075601		-0.5470867		-0.059149265		0.6751394		0.025802612		-0.03305626		0.018917084		-0.62183666		-0.7149625		-0.8978033				CHR1V7|COORD:4702929..4704589| CYP78A5 (cytochrome P450, family 78, subfamily A, polypeptide 5); oxygen binding		AT1G13710.1		26.1		0		misc.cytochrome P450				 no descriptionmoderately similar to ( 222)AT1G13710| Symbols: CYP78A5 | CYP78A5 (cytochrome P450, family 78, subfamily A, polypeptide 5); oxygen binding | chr1:4702929-4704589 REVERSEweakly similar to ( 193)C78A1_MAIZECytochrome P450 78A1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12323 				Cluster: Putative cytochrome P-450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P-450 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6YVW3				CHR07V5|COORD:24712147..24714118|protein cytochrome P450 78A4, putative, expressed		LOC_Os07g41240.1		CUST_153060_PI403524517		2.2320805		1.1583891		2.2320805		up

		Contig7955_s_at		-0.8347082		-0.40084076		-0.508337		0.60056496		0.57740307		0.60221577		0.7072077		0.6519003		0.712595		-1.3351908		-1.3138294		-0.88204956		-0.58017254		-0.73649025		-0.7832594		-0.72819614		-0.7426281		-0.6343584		0.30239105		-0.4201336		0.008985519		0.7726965		0.925622		0.9030342		1.2155905		1.3679476		1.3511639		-0.56324005		-0.65615845		-0.4806118		-0.033524513		0.030742645		-0.008985519		0.12283039		0.16903973		0.02998066				S-receptor protein kinase, putative		At1g65800.1     		30		0		signalling.receptor kinases.S-locus glycoprotein like				ARABIDOPSIS RECEPTOR KINASE 2;S-receptor protein kinase, putative, similar to PIR:T05180:T05180 S-receptor kinase ARK3 precursor - (Arabidopsis thaliana)				putative receptor kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB92579.1| putative receptor-like kinase [Oryza sativa (japonica cult		NP_916407.1     				protein S-locus glycoprotein family, putative		Os01g57510		CUST_14130_PI404877155		2.1343508		1.0937973		2.1343508		up

		35_46446		0.35335875		0.05811119		0.302701		0.17262793		0.2972002		0.07191706		0.044656754		0.06613207		0.08984327		-0.61327505		-0.86678886		-0.42396736		-1.4794126		-1.4644804		-1.6500416		-2.1200924		-2.3345685		-2.1432037		1.3092728		0.013310432		1.2069445		-0.62757206		-0.40266752		-0.8364978		-0.30708122		-0.7011986		-0.6591749		-0.013309956		-0.59695673		-0.38356638		0.1383357		0.25856876		0.45138645		0.54258823		0.26568317		0.2534008		8.00E-06		CHR5V7|COORD:22263860..22265117| THI1 (THIAZOLE REQUIRING)		AT5G54770.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 		3.00E-05		Rep: Thiamin biosynthetic enzyme - Glycine max (Soybean)		UniRef90_Q9SLR7		3.00E-06		CHR07V5|COORD:20722885..20724404|protein thiazole biosynthetic enzyme 1-1, chloroplast precursor, putative, expressed		LOC_Os07g34570.2		CUST_166722_PI403524517		3.0672185		1.616931		3.0672185		up

		35_41538		0.72982407		0.41317177		0.9625325		1.202425		1.0696573		1.3098164		1.5067787		1.4069662		1.2700605		-0.98179054		-0.98501253		-1.0661864		-1.4199672		-1.6743922		-1.9481492		-1.7758136		-1.9515891		-1.6581802		-1.3926449		-1.5439696		-2.1256413		-0.58477163		-0.9751115		-0.90926504		0.042620182		-0.2158885		-0.45339012		0.010246754		-0.010246277		0.16278791		1.624713		1.8713865		1.7187443		1.7921734		1.7231216		1.6917133						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_148486_PI403524517		6.031343		2.5924792		6.031343		up

		35_23189		0.2418251		-0.20857334		0.074193954		0.4731207		0.29989433		0.24652481		0.84878826		0.7601633		0.5771713		-0.61354685		-0.89913034		-0.610795		-0.58929205		-0.75413513		-0.7601342		-1.1414986		-1.1757989		-1.0786014		-0.15677643		-0.50452185		-0.5346198		-0.21017075		-0.018980026		0.018980026		0.32290077		0.3256979		0.21520329		-0.4369421		-0.46601677		-0.24475098		0.95321655		0.9829521		1.1051378		1.3230953		1.1243429		1.2148523		4.00E-30		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_80856_PI403524517		2.321594		1.2151157		2.321594		up

		35_16325		-0.035271645		-0.004480362		0.0075998306		0.1793518		0.07385826		0.20196724		0.12953854		0.07840538		0.2621832		-1.1137276		-1.2370081		-1.0395527		-0.9319725		-0.9179039		-0.53046036		-1.1246033		-1.0453739		-1.1076746		-0.5507393		0.034716606		-0.3749981		0.004480362		-0.006500244		0.059300423		-0.13947773		0.122143745		0.043704987		-0.14331722		-0.19358063		-0.058416367		0.39481926		0.39078808		0.39668941		0.52180576		0.4530983		0.4425602				CHR1V7|COORD:27376215..27379840| casein kinase, putative		AT1G72710.1		29.4		0		protein.postranslational modification				 no descriptionhighly similar to ( 643)AT1G72710| Symbols:  | casein kinase, putative | chr1:27376215-27379840 FORWARDvery weakly similar to (66.6)KC47_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase SPS1 S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Src_like PTKc_Srm_Brk PTKc_Syk_like PTKc_Lck_Blk PTKc_Jak_rpt2 PTKc_Src PTKc_Fyn_Yrk PTKc_Yes PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Jak1_rpt2 PTKc_Fer PTKc_Hck PTKc_Csk_like PTKc_PDGFR PTKc_Syk PTKc_TrkC PTKc_Frk_like PTKc_Lyn PTKc_FAK 				Rep: Hypothetical protein B1114B07.27-1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q656Y0				CHR01V5|COORD:22205835..22210876|protein casein kinase I isoform delta-like, putative, expressed		LOC_Os01g38950.1		CUST_57241_PI403524517		2.1503973		1.1046032		2.1503973		up

		35_4309		-0.32519817		-0.4748783		-0.27195072		-0.91700554		-0.47591496		-1.4236774		-1.5966363		-1.3187847		-1.0667887		-8.323726		-6.817299		-8.290117		-3.7770252		-8.277145		-1.270278		-8.242443		-8.278123		-8.295406		1.0450745		0.32161236		0.72096443		0.44727898		0.5647383		0.4768257		0.5339842		0.5876255		0.43545055		0.3591919		0.27195168		0.3292513		0.3955059		0.45516396		0.46105576		0.4071474		0.41672325		0.40618324				CHR1V7|COORD:4361776..4365187| S1 RNA-binding domain-containing protein		AT1G12800.1		27		0		RNA.regulation of transcription.HSF,Heat-shock transcription factor family				 no descriptionmoderately similar to ( 428)AT1G12800| Symbols:  | S1 RNA-binding domain-containing protein | chr1:4361776-4365187 REVERSErpsA RpsA PRK00087 rpsA rpsA S1 PRK12269 S1 S1 PRK07400 				Cluster: Heat shock factor protein hsf8-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor protein hsf8-like - Oryza sativa (japonica cult		UniRef90_Q6Z7B3				CHR02V5|COORD:818981..824545|protein RNA binding protein, putative, expressed		LOC_Os02g02390.1		CUST_14296_PI399408534		62.541733		5.9667473		62.541733		up

		Contig24940_at		0.94608784		0.8966255		0.81024456		1.172101		1.189578		1.0943317		1.2673187		1.3545713		1.3381157		-1.0666232		-1.2128382		-0.99007416		-0.13665104		-0.01808834		-0.07688713		-0.21030807		-0.029548645		-0.2652855		0.018087387		0.76490784		0.27795792		1.1847458		1.00776		1.0992966		1.3752775		1.4925613		1.3545713		-1.227675		-0.9598055		-0.73125553		-0.37103605		-0.42364645		-0.116028786		-0.2602415		-0.7688923		-0.63478947		5.00E-12		bZIP transcription factor family protein		At1g19490.1     		27		0		RNA.regulation of transcription.bZIP transcription factor family				DNA-binding factor of bZIP class/G-box binding factor 2B		9.00E-22		G-box binding factor 2B - rice gb|AAC49558.1| DNA-binding factor of bZIP class		T03245          		6.00E-23		protein bZIP transcription factor, putative		Os12g06010		CUST_8436_PI404877155		2.9565604		1.5639198		2.9565604		up

		35_19636		0.66516876		0.30152845		1.0340834		1.0935268		1.808114		1.6497517		1.6933718		1.6665535		1.7929296		-1.0987453		-0.78448963		-0.5781131		-0.72733593		-1.006444		-1.2282853		-0.95408106		-0.63759947		-1.2983689		-0.6542654		0.15754795		-0.309443		-1.143805		-0.7831459		-1.2366457		-0.6786814		-0.7189498		-0.6021657		-0.15754795		0.26285362		0.8600178		2.9364538		2.915101		3.0432596		3.0602055		3.2459097		3.200677		4.00E-40		CHR3|COORD:17194075..17196203| similar to myb family transcription factor [Arabidopsis thaliana] (TAIR:At5g59570.1); similar to induced protein MgI1		AT3G46640.2		27		0		RNA.regulation of transcription.G2-like transcription factor family, GARP				 no descriptionweakly similar to ( 152)AT3G46640| Symbols: LUX, PCL1 | PCL1 (PHYTOCLOCK 1); DNA binding | chr3:17194233-17195204 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Pneumo_att_G PRK07764 PRK07003 APC_basic PRK00708 Herpes_BLLF1 				Cluster: Induced protein MgI1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Induced protein MgI1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6PT61				CHR01V5|COORD:43202363..43201055|protein ARR1 protein-like, putative, expressed		LOC_Os01g74020.1		CUST_24039_PI399408534		4.6727657		2.2242768		4.6727657		up

		35_3520		4.56008		4.3195853		4.513449		3.6811862		4.081882		3.3822932		3.228663		3.5641484		3.5918803		0.12079811		0.08712149		0.008503914		-0.87438536		-1.02808		-1.1478262		-1.0185013		-0.6266875		-0.85027647		-1.4032044		-1.1349106		-1.2097836		-0.008503914		-0.24914408		-0.351336		-0.059925556		0.03956604		0.115684986		0.12483215		-0.04280615		0.19024324		0.22161388		0.25276852		-0.52449274		-0.7325311		-0.8318534		-1.0334654				CHR5V7|COORD:3096277..3097371| RPB15.9 (RNA polymerase II 15.9)		AT5G09920.1		27.2		0		RNA.transcription				 no descriptionmoderately similar to ( 210)AT5G09920| Symbols: RPB15.9.9, RPB15.9 | RPB15.9 (RNA polymerase II 15.9) | chr5:3096277-3097371 FORWARDnot assigned not assigned RPOL4c RNA_pol_Rpb4 RPB4 				Cluster: Putative 15.9 kDa subunit of RNA polymerase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 15.9 kDa subunit of RNA polymerase II - Oryza		UniRef90_Q6ZGM1				CHR02V5|COORD:895707..894656|protein DNA-directed RNA polymerase II 16 kDa polypeptide, putative, expressed		LOC_Os02g02510.1		CUST_12353_PI403524517		22.200186		4.4725		22.200186		up

		35_8484		0.8164816		1.0190158		1.2127829		1.5490146		1.2621565		1.4136591		1.3709188		1.4601684		-0.2078991		-0.8147745		-0.24383926		-0.5968957		0.043138504		-1.2073317		-1.6118653		-0.6107278		-0.5867491		0.72418594		0.72059107		1.0055871		0.91779757		1.7817011		1.7304659		1.5860252		-0.058226585		0.11421108		0.20679045		-0.8290186		-0.33543682		-0.043138027		-0.46465683		-0.530283		-0.6164985		-0.7504544		-0.15604591		-1.241894		3.00E-35		CHR5V7|COORD:4181334..4183174| nodulin MtN3 family protein		AT5G13170.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 144)AT5G13170| Symbols:  | nodulin MtN3 family protein | chr5:4181334-4183174 REVERSEnot assigned MtN3_slv 				Cluster: Putative nodulin 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nodulin 3 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6K602				CHR02V5|COORD:18451267..18448535|protein MTN3, putative, expressed		LOC_Os02g30910.1		CUST_29357_PI403524517		3.1265533		1.6445731		3.1265533		up

		35_16526		-0.32852364		-1.0403876		0.061419964		-0.07730627		-0.2572689		0.09141922		0.4186802		0.29787588		0.14716291		-1.483633		-0.72030354		-1.1548448		-1.8047273		-1.8798192		-1.8004789		-1.0016861		-0.7511735		-0.6513052		0.066868305		-0.46005964		-0.31863546		-0.070361614		-0.24991989		-0.05253887		0.20650768		0.06951618		0.23602057		0.602787		1.00807		0.05253887		1.0806222		1.541378		1.1186118		1.587183		1.3779178		1.4212503				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_57972_PI403524517		2.2555032		1.1734493		2.2555032		up

		35_20587		1.4610939		1.2778454		1.4823351		1.6483469		1.2955246		1.7893076		2.0133772		1.8323383		1.9594526		0.80970764		0.9790087		0.77732563		0.15674973		0.27708817		-0.40258121		-0.039476395		-0.18981647		0.03947544		-1.5980277		-0.8817835		-1.40063		-0.19388294		-0.35913467		0.10865688		-0.19752407		0.17574978		0.37008858		-0.6161165		-1.0748258		-1.2837696		-0.87870216		-0.86356354		-1.0136108		-1.0047207		-1.104197		-1.0983515				CHR1V7|COORD:24493836..24496391| ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase		AT1G65840.1		26.7		0		misc.oxidases - copper, flavone etc.				 no descriptionmoderately similar to ( 410)AT1G65840| Symbols: ATPAO4 | ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase | chr1:24493836-24496391 FORWARDweakly similar to ( 116)PAO_MAIZEPolyamine oxidase precursor - Zea mays (Maize)not assigned not assigned Amino_oxidase COG1231 HemY PRK11883 				Rep: OSJNBb0004A17.1 protein - Oryza sativa (Rice)		UniRef90_Q7XPI8				CHR04V5|COORD:34029263..34025190|protein lysine-specific histone demethylase 1, putative, expressed		LOC_Os04g57560.1		CUST_71808_PI403524517		2.5891168		1.37246		2.5891168		up

		35_47629		0.71616745		0.487226		0.18394613		0.65887785		0.6228409		0.76949406		0.75701046		0.78780603		0.021913052		-3.140458		-0.99345374		-2.9758925		-0.021913528		-0.54238653		-0.6359277		-0.10089207		0.45893908		0.04646969		0.5080347		0.4355836		0.35788488		0.50212526		0.5801244		0.106285095		-1.7694144		-0.8325982		-1.4142404		-1.9968073		-2.0096781		-1.5348978		-2.0087686		-1.598264		-0.3981986		0.06415129		-0.14704227		-0.2917769						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_170991_PI403524517		2.7029467		1.434533		2.7029467		up

		35_15175		-0.34094715		-0.033373833		0.033373833		0.35475636		0.46593666		0.20796871		1.015912		0.69947433		0.62392044		-1.1032591		-0.3185196		-0.40498543		-1.2737007		-1.7413273		-1.1895628		-1.4395103		-1.4800453		-1.5055971		0.6466484		0.6165037		0.5971365		0.55789185		1.0133028		0.60515594		0.79132843		0.485137		0.63642025		0.36548138		0.3604908		-0.090125084		-0.56234455		-0.6251192		-0.37870502		-0.41671276		-0.41275406		-0.29077816		5.00E-29		CHR3V7|COORD:19097527..19098888| YLS2 (yellow-leaf-specific gene 2); strictosidine synthase		AT3G51430.1		16		0		secondary metabolism.N misc.alkaloid-like				 no descriptionweakly similar to ( 125)AT3G51430| Symbols: YLS2 | YLS2 (yellow-leaf-specific gene 2); strictosidine synthase | chr3:19097527-19098888 FORWARDnot assigned Str_synth COG3386 				Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)		UniRef90_Q43490		1.00E-39		CHR10V5|COORD:20894682..20897252|protein strictosidine synthase, putative, expressed		LOC_Os10g39710.2		CUST_53331_PI403524517		2.8248415		1.4981699		2.8248415		up

		HvRR18		0.5549736		0.21552277		0.93650246		1.0827246		1.776741		1.5151949		1.7051678		1.5948486		1.6621447		-1.1147146		-0.9859867		-0.8683095		-0.8978939		-1.0485477		-1.2861075		-1.1932888		-0.73623323		-1.159708		-0.8752217		0.113520145		-0.4186492		-1.1041794		-1.181057		-1.3021173		-0.8224597		-0.97504616		-0.80092335		-0.11352062		0.17443228		0.69308186		2.80894		2.7724934		2.9265966		2.9869633		3.152667		3.095273										0																				CUST_89_PI399407379		4.7879276		2.2594013		4.7879276		up

		Contig20093_at		0.0035123825		0.005721092		0.046875954		-0.14182186		-0.090483665		0.014183044		0.010041237		0.04606247		-0.20256233		-3.0959044		-2.825036		-2.874117		-2.628765		-3.2172956		-1.3548336		-3.479166		-3.3915334		-3.5414662		-0.38947392		0.18223572		-0.14486313		0.283288		0.22404575		0.029557228		0.0774765		0.058973312		-0.0035123825		0.31107426		0.26564884		0.25389767		0.15043259		0.111044884		0.05466938		-0.036467552		-0.14123058		-0.10049915				6-4 photolyase (UVR3)		At3g15620.1     		20.2		0		stress.abiotic				6-4 photolyase				6-4 photolyase (UVR3) [Arabidopsis thaliana]		NP_566520.1     				protein FAD binding domain of DNA photolyase, putative		Os02g10990		CUST_6814_PI404877155		7.464061		2.8999608		7.464061		up

		35_10922		0.70835876		0.06849384		0.59457016		0.36509895		0.35294533		0.34601974		0.7633896		0.6202078		0.43997097		-0.70561695		-1.405551		-1.3867359		-0.4117937		-0.66997623		-0.78267384		-1.2666516		-1.2666516		-1.3323774		-0.20563126		0.08032513		-0.17717361		-0.060619354		-0.22999287		-0.1784811		0.0606184		-0.09046936		-0.28944016		-1.4035339		0.7636547		-0.14356232		0.49645233		1.0385981		0.9136486		0.98370457		0.78863716		0.9287834				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_37952_PI403524517		2.825615		1.4985648		2.825615		up

		35_31277		0.48025417		0.41967678		0.2900648		0.61937		0.42789268		0.67490005		0.75832796		0.7788873		1.0337882		-0.7588546		-0.8709879		-1.1988146		-0.356647		-0.7380283		-0.61090374		-0.48494434		-0.6631744		0.108643055		0.1263094		0.5011306		0.42523098		0.72973776		0.43271494		0.6770325		-0.42550135		-0.4106574		-0.062392235		-0.8921623		-0.25481415		-0.24313307		-0.19802809		-0.5810046		-0.09701729		0.06239271		0.33421278		-0.7385261						0		35.2		0		not assigned.unknown				 no description		1.00E-06		Cluster: PREDICTED: similar to TPRXL protein; n=1; Pan troglodytes|Rep: PREDICTED: similar to TPRXL protein - Pan troglodytes		UniRef90_UPI00004E770F		2.00E-05		CHR02V5|COORD:9446490..9448845|protein OsWRKY39v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os02g16540.2		CUST_110087_PI403524517		2.3432996		1.2285415		2.3432996		up

		35_7759		0.72330475		0.78645325		0.87773895		1.3096561		1.6860209		1.3681269		1.0714197		1.2361002		0.8099756		-2.179758		-1.9143353		-1.5576687		-0.46560287		-0.23385906		-0.95596695		-0.08986473		-0.27171326		-0.08606815		0.08606911		1.179924		0.7242727		1.3469429		1.2532682		1.3015413		1.060669		1.3726835		1.4048405		-0.9016714		-0.84262943		-0.23066998		-0.9875326		-0.85886097		-1.2761154		-1.4351835		-1.2491026		-1.314785				CHR2V7|COORD:9440977..9443562| trehalose-phosphatase		AT2G22190.1		3		0		minor CHO metabolism.trehalose.TPP				 no descriptionmoderately similar to ( 279)AT2G22190| Symbols:  | trehalose-phosphatase | chr2:9440977-9443562 REVERSEnot assigned Trehalose_PPase OtsB PRK10187 				Rep: Sister of ramosa 3 - Hordeum vulgare (Barley)		UniRef90_Q1W5R9				CHR07V5|COORD:25865517..25869538|protein expressed protein		LOC_Os07g43160.1		CUST_26777_PI403524517		3.8857188		1.9581815		3.8857188		up

		35_13722		0.2677803		0.12335682		0.44932747		0.19965363		0.045451164		-0.004617691		0.18058968		0.32642365		-0.054008484		-0.58475685		-0.79404354		-0.80837345		-1.2973423		-1.3016872		-1.1143017		-1.1248045		-1.1790972		-1.2053957		0.013165474		0.0104084015		0.0046186447		-0.2675438		0.27875996		-0.31271935		-0.6361618		-0.5548878		-0.7653618		0.48989487		0.6091051		-0.41160774		0.0883522		-0.06571007		0.0059022903		0.21131325		0.023510933		0.021853447		2.00E-17		CHR4V7|COORD:8367883..8369163| CIPK4 (CBL-INTERACTING PROTEIN KINASE 4); kinase		AT4G14580.1		29.4		0		protein.postranslational modification				 no descriptionvery weakly similar to (86.7)AT4G14580| Symbols: SnRK3.3, CIPK4 | CIPK4 (CBL-INTERACTING PROTEIN KINASE 4); kinase | chr4:8367883-8369163 REVERSEvery weakly similar to (61.6)CIPK1_ORYSAnot assigned Glycolytic NAF 				Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap		UniRef90_Q75GK4				CHR03V5|COORD:24182129..24180423|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed		LOC_Os03g43440.1		CUST_47982_PI403524517		2.3229744		1.2159733		2.3229744		up

		35_41149		1.758235		1.9183221		1.6736965		2.5039964		2.2329822		2.626278		2.2446108		2.9411798		-0.25423765		-1.258806		-1.9979644		-2.0015063		0.99075985		-0.15961528		-0.17808151		-0.20115614		-0.02688241		0.8695419		1.721478		1.2568092		1.5687623		2.527791		2.7304196		2.1583505		-2.0336788		-1.336572		-0.53706884		-1.6824169		-0.4231329		-0.8231492		-1.6773342		-0.8010285		-0.29763317		0.026882172		0.33954024		-1.3339415						0		35.2		0		not assigned.unknown				 no description		9.00E-08		Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51		UniRef90_Q2HAQ9				0		0		CUST_147016_PI403524517		5.281599		2.4009748		5.281599		up

		35_21992		0.027029037		-0.027029037		0.26466465		0.9029255		0.80526733		0.76313114		1.4025068		1.2669439		1.2667542		-0.9265728		-0.5581298		-0.22550201		-0.49178267		-0.66670656		-0.9152646		-0.36265278		-0.33341503		-0.32670593		0.14052868		-0.48423862		-0.14300442		-0.07492018		-0.20615435		-0.20824623		0.47065258		0.57462597		0.5464392		-0.18318653		-0.19788551		-0.10753727		1.1889429		1.2759428		1.1886892		1.4359798		1.6182947		1.480917		1.00E-41		CHR5V7|COORD:2060652..2061957| (THIOREDOXIN-LIKE 5); thiol-disulfide exchange intermediate		AT5G06690.1		21.1		0		redox.thioredoxin				 no descriptionweakly similar to ( 166)AT5G06690| Symbols:  | (THIOREDOXIN-LIKE 5); thiol-disulfide exchange intermediate | chr5:2060853-2061957 REVERSEvery weakly similar to (66.2)TRXH_ORYSAnot assigned not assigned not assigned TRX_family Thioredoxin PRK10996 				Cluster: Putative hioredoxin 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hioredoxin 5 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z7L3				CHR02V5|COORD:32678281..32680178|protein thioredoxin-like 5, chloroplast precursor, putative, expressed		LOC_Os02g53400.1		CUST_76717_PI403524517		2.4207199		1.2754362		2.4207199		up

		35_39411		0.81336594		0.75889397		0.7025771		0.8061652		0.77989244		1.0783348		1.0960298		1.0520735		-0.1127038		-0.7163811		-0.63290167		-1.2256131		0.07436752		-0.5571699		-0.5848398		-0.40447712		-0.07436705		0.3571024		0.5315561		0.8797021		0.7687812		0.88361216		0.92190504		0.7565198		-0.35468817		-0.20226336		-0.14392233		-0.93113613		-0.5818529		-0.3316059		-0.5516386		-0.57820415		-0.4324689		0.18328667		0.3571024		-0.26689482		1.00E-36		CHR5V7|COORD:25793252..25794942| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14530.1); similar to Os02g0117900 [Oryza sativa (japonica		AT5G64470.2		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 118)AT5G64470| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14530.1); similar to Os02g0117900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045691.1); similar to Protein of unknown function DUF231, plant [Medicago truncatula] (GB:ABE84785.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:25793252-25794719 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK12678 				Cluster: Leaf senescence related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence related protein-like - Oryza sativa (japonica cu		UniRef90_Q6ZGL3				CHR02V5|COORD:937786..934586|protein expressed protein		LOC_Os02g02580.1		CUST_140564_PI403524517		2.2866127		1.193212		2.2866127		up

		Contig2900_at		-0.49461365		-0.18822098		-0.014828682		0.06623936		0.27920532		0.014828682		0.86271286		0.5765772		0.32469654		-1.3087645		-0.33182812		-0.4641571		-1.7879801		-2.1687756		-1.4327278		-1.7592449		-1.7616968		-1.9077759		0.8325348		0.8325348		0.79986		0.55219746		1.1664438		0.67681503		0.8025942		0.51031494		0.67119217		0.63850117		0.45367527		0.07354927		-0.40773678		-0.43134975		-0.4545889		-0.35330772		-0.5028925		-0.4807396		2.00E-28		strictosidine synthase, putative (YLS2)		At3g51430.1     		17		0		hormone metabolism.jasmonate.induced-regulated-responsive-activated				 jasmonate induced protein				jasmonate induced protein - barley emb|CAA58110.1| jasmonate induced protein [Hordeum vulgare subsp. vulgare]		S58215          		4.00E-39		protein mucin-like protein		Os10g39710		CUST_9111_PI404877155		3.019677		1.5943942		3.019677		up

		Contig1648_at		0.849247		1.0190792		0.7495699		1.0203037		0.95056057		1.2317305		1.0759745		1.1672916		1.170681		-0.96840286		-0.82867813		-0.8970728		-0.9668379		-0.9087963		-1.0346155		-0.53111076		-0.47278023		-0.61983395		0.72948647		0.47277927		0.83406067		0.8154011		0.77949524		0.70991135		1.2023783		1.1271296		1.2587137		-0.63681984		-0.9127369		-1.0406017		-1.5533762		-1.6198645		-1.0300722		-1.2898169		-1.470048		-1.159872				glutamine synthetase, putative		At1g66200.1     		12		0		N-metabolism.ammonia metabolism.glutamine synthase				glutamine synthetase				glutamine synthetase isoform GSe2 [Triticum aestivum]		AAR84350.1      				protein putative glutamine synthetase		Os03g50490		CUST_5061_PI404877155		3.553336		1.829174		3.553336		up

		35_5471		-0.3386383		-0.56129074		-0.5706568		0.55049133		0.56890106		0.5006046		1.1072073		0.88567734		0.95783997		-0.84515667		-1.1909361		-0.78539276		-0.8121958		-0.6750746		-0.61523914		-0.4451971		-0.6566906		-0.585598		0.66435814		-0.8781376		-0.013604164		-0.117375374		0.013605118		0.122633934		0.61612034		0.42706966		0.47200584		-0.6103468		-0.34819698		-0.5877476		0.8678684		0.75777435		1.0551434		1.0855837		0.906229		0.8844166		7.00E-09		CHR2V7|COORD:11553392..11555146| EIL1 (ETHYLENE-INSENSITIVE3-LIKE 1); transcription factor		AT2G27050.1		27		0		RNA.regulation of transcription.EIN3-like(EIL) transcription factor family				 no descriptionvery weakly similar to (50.8)AT2G27050| Symbols: EIL1 | EIL1 (ETHYLENE-INSENSITIVE3-LIKE 1); transcription factor | chr2:11553392-11555146 FORWARD		9.00E-30		Cluster: Ethylene-insensitive-3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ethylene-insensitive-3-like protein - Oryza sativa		UniRef90_Q8W3L9		4.00E-31		CHR07V5|COORD:29116988..29114176|protein ETHYLENE-INSENSITIVE3-like 1 protein, putative, expressed		LOC_Os07g48630.2		CUST_31158_PI399408534		2.1126714		1.0790684		2.1126714		up

		35_11358		1.9782267		2.5187097		1.8948069		1.6443772		0.99139214		1.3798814		1.5097365		1.4770703		1.3502073		-1.5200847		-2.2531042		-2.2342315		-0.007008791		-2.2463121		-1.318368		-1.6953468		-1.2173424		-0.6887448		0.83094025		2.428245		1.5783334		1.3807755		0.7854581		0.8503766		0.5947921		0.83382463		0.007008791		-0.8469925		-1.1695013		-0.4741397		-2.230197		-0.97465277		-1.6662266		-2.2380443		-1.6355476		-1.8203195		3.00E-22		CHR4V7|COORD:10366222..10368190| NIP1;2/NLM2 (NOD26-like intrinsic protein 1;2); water channel		AT4G18910.1		34		0		transport.Major Intrinsic Proteins.TIP				 no descriptionweakly similar to ( 102)AT4G18910| Symbols: NIP1;2, NLM2 | NIP1;2/NLM2 (NOD26-like intrinsic protein 1;2); water channel | chr4:10366222-10368190 FORWARDweakly similar to ( 178)LSI1_ORYSAnot assigned MIP MIP GlpF 		2.80E-45		Rep: NOD26-like major intrinsic protein - Zea mays (Maize)		UniRef90_Q19KC1		5.60E-45		CHR02V5|COORD:31260376..31264091|protein aquaporin NIP4.2, putative, expressed		LOC_Os02g51110.1		CUST_39493_PI403524517		8.590679		3.1027722		8.590679		up

		35_44987		-0.15579319		-0.12850237		-2.60E-04		0.7455754		0.6447625		0.5663872		0.13163567		0.6414108		-0.215137		-1.5172844		-1.5582051		-1.3397956		-1.0703473		-0.75915146		-0.5014901		-0.7303152		-0.8781214		-1.1717935		-0.12208891		2.60E-04		-0.4215994		0.87910175		1.0333114		1.0961018		0.12908316		0.5274973		0.43096542		-0.5250006		-0.21047449		-0.1062026		0.534286		0.5603485		0.61496544		0.5443125		1.0019126		1.049643						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_161250_PI403524517		2.4730425		1.306287		2.4730425		up

		Contig10292_at		-0.1412096		0.013392448		0.036284447		0.43288136		0.6785984		0.5081587		0.61728954		0.45866585		0.66446686		-0.40788078		-0.2082758		-0.29248524		-0.6698818		-0.7647476		-0.95146847		-1.1028528		-1.0451899		-1.1301365		-0.5099726		0.16500282		-0.38685322		0.15240765		0.41746235		0.3163252		0.43654633		0.2031765		0.45359802		-0.123568535		-0.10305691		-0.101389885		0.03709793		0.14678288		0.24308586		-0.0146455765		-0.013393402		-0.097314835				leucine-rich repeat transmembrane protein kinase, putative		At1g07650.1     		30		0		signalling.receptor kinases.leucine rich repeat VIII-2				leucine-rich repeat transmembrane protein kinase, putative, similar to GB:AAC50043 from (Arabidopsis thaliana) (Plant Mol. Biol. 37 (4), 587-596 (1998))				leucine-rich repeat transmembrane protein kinase, putative [Arabidopsis thaliana]		NP_172244.2     				protein receptor-like serine/threonine kinase, putative, 5 partial		Os09g17630		CUST_403_PI404877155		2.1339023		1.0934942		2.1339023		up

		AF442489_at		0.11024904		-0.023530006		-0.3046341		0.45349455		0.5110407		0.023530483		0.9403591		0.35352373		0.8594551		-0.77541375		-1.2553759		-1.2597923		-0.4797902		-0.8673978		-0.32319498		-1.2993276		-1.4419315		-1.5405638		-1.2538054		1.637135		-0.95853615		-1.5623181		-1.6537826		-0.30584335		0.17698288		0.46493435		0.200243		-0.42082214		-0.40030813		0.053848743		1.2985177		1.4775534		1.317719		1.26829		0.9391837		0.82431555		1.00E-33		DRE-binding protein, putative / CRT/DRE-binding factor, putative		At5g51990.1     		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				encodes a member of the DREB subfamily A-1 of ERF/AP2 transcription factor family (CBF4). The protein contains one AP2 domain. There are six members in this subfamily, including CBF1, CBF2, and CBF3. This gene is involved in response to drought stress and				CRT/DRE binding factor 2 [Hordeum vulgare subsp. vulgare]		AAM13419.1      				protein AP2 domain, putative		Os09g35010		CUST_41_PI404877155		2.5523186		1.3518084		2.5523186		up

		35_5682		-1.5436201		-0.8376818		-1.1541305		-1.8366351		-1.6587934		-1.1559029		-0.9747343		-0.9521799		-1.0036612		-3.568531		-4.428525		-3.0591917		-2.222982		-3.0333638		-0.16906929		-3.532926		-3.5605226		-3.3491979		0.32271767		1.1232281		0.6825094		0.8274746		0.51926994		0.7681017		0.933238		0.7962084		0.7469549		0.24110603		0.16906929		0.40299892		0.54742527		0.6092224		0.4356289		0.6825094		1.1642599		1.0142193		1.00E-14		CHR5V7|COORD:3441806..3443893| argininosuccinate lyase, putative / arginosuccinase, putative		AT5G10920.1		13		0		amino acid metabolism.synthesis.glutamate family.arginine.argininosuccinate lyase				 no descriptionvery weakly similar to (77.4)AT5G10920| Symbols:  | argininosuccinate lyase, putative / arginosuccinase, putative | chr5:3441806-3443893 FORWARDnot assigned PRK12308 PRK04833 		2.00E-16		Cluster: Argininosuccinate lyase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Argininosuccinate lyase, putative, expressed - Oryza sat		UniRef90_Q10MK5		8.00E-18		CHR03V5|COORD:10822061..10826494|protein argininosuccinate lyase, putative, expressed		LOC_Os03g19280.1		CUST_19609_PI403524517		3.378376		1.7563299		3.378376		up

		35_2893		-0.13402176		0.023878098		0.0410347		0.16174889		0.5523195		0.20903397		0.49853706		0.28805733		0.47357845		-0.49194717		-0.19108868		-0.47193527		-0.7829399		-0.90811634		-1.1613064		-1.1501122		-1.1730528		-1.0715675		-0.42625332		0.16549301		-0.37922764		0.04352379		0.15139103		0.27771187		0.3392973		0.1214962		0.24851894		-0.1887331		-0.16338348		-0.15666866		0.12493801		0.051288605		0.001159668		-0.24393272		-0.0011606216		-0.03178692				CHR1V7|COORD:2359814..2366420| leucine-rich repeat transmembrane protein kinase, putative		AT1G07650.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionweakly similar to ( 196)AT1G07650| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:2359814-2366420 REVERSEvery weakly similar to (71.2)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned 				Cluster: Os09g0345300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0345300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J2G5				CHR09V5|COORD:10784209..10792868|protein receptor-like protein kinase 2, putative, expressed		LOC_Os09g17630.1		CUST_29814_PI399408534		2.0811186		1.0573592		2.0811186		up

		35_3905		1.2658892		1.263732		1.3426018		1.0071507		0.9701624		0.72754526		0.592227		0.8473363		0.12092352		-0.024246693		-0.0937376		0.024246693		-0.2863021		-0.19542503		-0.13078499		-0.19279385		-0.043833256		-0.2893386		-0.14506292		0.72630453		0.3907628		1.054102		0.8303199		0.85425377		0.21538591		0.5721307		0.5152807		-0.13744879		-0.38031387		-0.66677713		-1.2043295		-1.0521169		-0.8751192		-0.8480506		-0.6941395		-0.83076143				CHR3V7|COORD:8089074..8090282| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43830.1); similar to aluminum-induced protein-like protein		AT3G22850.1		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				 no descriptionmoderately similar to ( 318)AT3G22850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43830.1); similar to aluminum-induced protein-like protein [Thellun (GB:AAM19711.1); contains domain ASPARAGINE SYNTHETASE (PTHR11772); contains domain no description (G3D.3.60.20.10); contains domain N-terminal nucleophile aminohydrolases (Ntn hydrolases) (SSF56235) | chr3:8089074-8090282 FORWARDweakly similar to ( 118)TSJT1_TOBACStem-specific protein TSJT1 - Nicotiana tabacum (Common tobacco)not assigned Wali7 Gn_AT_II asnB AsnB 				Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6F390				CHR03V5|COORD:33049599..33057252|protein stem-specific protein TSJT1, putative, expressed		LOC_Os03g58170.1		CUST_12785_PI399408534		2.0577774		1.0410869		2.0577774		up

		35_21509		0.43414688		0.2641058		0.40798807		1.0301852		0.83494663		0.9795227		0.88077164		0.9203377		1.6441636		-0.33648872		-0.1389432		-0.81445503		-1.0506415		-0.7102423		-1.0367818		-1.2249832		-1.4254794		-1.4055276		-1.1548815		-0.71857214		-1.2389207		-0.4316044		-1.1967139		-0.59924793		-0.41846704		-0.12744617		-0.15529346		0.23765421		0.12744617		0.3249278		1.2363086		1.8392677		1.5717182		1.7694211		2.3754573		2.2735715				CHR1V7|COORD:25512400..25514360| FKF1 (FLAVIN-BINDING KELCH DOMAIN F BOX PROTEIN); ubiquitin-protein ligase		AT1G68050.1		29		0		protein.degradation.ubiquitin.E3.SCF.FBOX				 no descriptionmoderately similar to ( 408)AT1G68050| Symbols: ADO3, FKF1 | FKF1 (FLAVIN-BINDING KELCH DOMAIN F BOX PROTEIN); ubiquitin-protein ligase | chr1:25512400-25514360 FORWARDhighly similar to ( 515)ADO3_ORYSAnot assigned not assigned not assigned PRK07764 Drf_FH1 				Rep: Adagio-like protein 3 - Oryza sativa (Rice)		UniRef90_Q2R2W1				CHR11V5|COORD:19686055..19681205|protein adagio protein 1, putative, expressed		LOC_Os11g34460.1		CUST_75035_PI403524517		3.309549		1.7266346		3.309549		up

		35_25178		0.76509666		0.698205		0.47649622		0.14464045		0.6846981		-0.14398861		0.0050492287		0.14697838		-0.008527756		-1.392664		-1.4784532		-0.39027882		-0.7005496		-0.608809		-1.1769576		-1.1383944		-1.1815333		-1.1519485		0.7070694		1.1775103		0.9030237		0.33189535		0.19582939		0.13497591		1.0581312		0.2547698		0.21746159		0.30866623		-0.46378422		0.2237997		-0.089975834		-0.17899275		-0.27714014		-0.17872906		-0.0050492287		-0.20435		7.00E-32		CHR1V7|COORD:12127692..12130307| proton-dependent oligopeptide transport (POT) family protein		AT1G33440.1		34.13		0		transport.peptides and oligopeptides				 no descriptionweakly similar to ( 117)AT1G33440| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:12127692-12130307 REVERSEnot assigned 		1.00E-42		Cluster: POT family, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: POT family, putative - Oryza sativa (japonica cultivar-group)		UniRef90_Q53JI5		5.00E-44		CHR11V5|COORD:7194003..7188691|protein peptide transporter PTR2, putative, expressed		LOC_Os11g12740.1		CUST_87942_PI403524517		2.5175602		1.3320262		2.5175602		up

		35_22186		0.19598675		0.44891453		0.2778778		-0.00548172		0.08304787		-0.04482174		0.0054826736		-0.032777786		-0.30016232		-3.4974399		-3.3150787		-2.7718015		-2.7581186		-3.7945275		-1.322815		-4.058		-4.2188745		-3.7152596		-0.12198067		0.61950207		0.1929493		0.36660194		0.059498787		-0.025863647		0.15180397		0.19399643		0.090509415		0.6499815		0.5684042		0.58653164		0.34211445		0.2709694		0.10176277		-0.051818848		-0.031014442		-0.05465412				CHR3V7|COORD:5293482..5296555| UVR3 (UV REPAIR DEFECTIVE 4)		AT3G15620.1		20.2		0		stress.abiotic				 no descriptionhighly similar to ( 636)AT3G15620| Symbols: UVR3 | UVR3 (UV REPAIR DEFECTIVE 4) | chr3:5294208-5296555 REVERSEweakly similar to ( 131)CRYD_ORYSAnot assigned FAD_binding_7 PhrB PRK10674 DNA_photolyase 				Cluster: Putative 6-4 photolyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 6-4 photolyase - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z6D9				CHR02V5|COORD:5835517..5838974|protein UVR3, putative, expressed		LOC_Os02g10990.1		CUST_77417_PI403524517		10.141648		3.3422203		10.141648		up

		35_15177		0.3244171		0.78648376		0.8082237		1.0733814		1.2534952		1.0907593		2.1935225		1.6781855		1.5502663		-0.3581605		0.24464607		0.073180676		-0.5085492		-0.7880764		-0.90417814		-0.031762123		-0.082912445		-0.043708324		0.052962303		-0.4217944		-0.4629526		-0.30709457		1.9513655		0.14879799		0.7200756		-0.038990498		0.30732346		0.031762123		0.86359596		-1.0491905		-1.1821012		-1.7015595		-1.2866158		-1.5275269		-1.4609528		-1.3890324				0		0		35.2		0		not assigned.unknown				 no description				Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)		UniRef90_Q43490		3.00E-27		CHR04V5|COORD:14003269..14004470|protein phytase, putative		LOC_Os04g24460.1		CUST_53338_PI403524517		2.7549543		1.4620284		2.7549543		up

		35_3421		0.18511629		-0.7243104		-0.099244595		0.6524601		0.5244379		0.15578938		1.4476995		1.2010489		0.9414644		-1.8108349		-2.5728345		-2.0514054		-1.48493		-1.7231965		-1.6441107		-1.7499671		-1.7028503		-1.9230738		-0.38232136		-0.6616082		-1.4245396		-0.17432499		0.099244595		0.10944557		0.3070917		0.39136982		0.26248932		-1.8918653		-1.1666727		-1.0866604		0.5894537		0.20266104		0.7095041		0.5246906		0.511672		0.37417507		4.00E-08		CHR5|COORD:26904911..26905860| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g57340.2); similar to expressed protein		AT5G67390.2		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (55.8)AT5G67390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2 [Medicago truncatula] (GB:ABE82530.1) | chr5:26905109-26905738 REVERSE		5.00E-38		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q2R0S3		2.00E-39		CHR11V5|COORD:24451354..24449427|protein expressed protein		LOC_Os11g41600.2		CUST_12018_PI403524517		5.0194116		2.3275182		5.0194116		up

		35_7221		0.10340023		0.30765343		0.002146721		0.49743938		0.5958977		0.6980858		0.8838177		0.9413738		0.6021662		-0.28200722		-0.3556757		-0.5297661		-0.19024754		-0.45637417		-0.35762215		-0.8142233		-0.7452545		-0.8209019		0.11863518		0.31413555		-0.0016765594		0.6075039		0.6945486		0.5702343		1.228528		0.8239393		0.88361835		-0.114611626		-0.08765888		0.0016756058		-0.34894657		-0.18372154		-0.03316784		-0.04162407		-0.17839909		-0.17315006		1.00E-13		CHR5V7|COORD:5356826..5358484| AMP-binding protein, putative		AT5G16370.1		11		0		lipid metabolism.FA synthesis and FA elongation.acyl coa ligase				 no descriptionvery weakly similar to (72.0)AT5G16370| Symbols:  | AMP-binding protein, putative | chr5:5356826-5358484 REVERSEnot assigned not assigned PRK08162 CaiC PRK07770 PRK08314 PRK08276 PRK08316 PRK08315 PRK07059 Acs PRK08974 PRK05677 		6.00E-22		Rep: H0103C06.2 protein - Oryza sativa (Rice)		UniRef90_Q259I0		3.00E-23		CHR04V5|COORD:34227986..34225568|protein AMP-binding protein, putative, expressed		LOC_Os04g57850.1		CUST_24880_PI403524517		2.028552		1.0204504		2.028552		up

		35_30144		2.6335726		2.7135992		2.6648588		2.0651875		2.3302479		2.422886		1.8174276		2.209712		2.0122147		2.0460453		2.4100838		1.9607325		1.4131117		1.1825991		0.9858265		0.66543007		0.29849815		0.48101616		-1.2028761		-0.34361124		-0.8113022		-1.0204387		-1.1887107		-1.183445		-0.9544387		-1.1186895		-1.1826558		-0.29849815		-0.86155987		-0.5522485		-2.173695		-2.110242		-1.7667093		-2.2997093		-2.7528448		-2.7551765		8.00E-30		CHR5V7|COORD:21037492..21039834| subtilase family protein		AT5G51750.1		29		0		protein.degradation.subtilases				 no descriptionvery weakly similar to (85.9)AT5G51750| Symbols:  | subtilase family protein | chr5:21037492-21039834 FORWARD		4.00E-26		Cluster: Putative subtilisin-like serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like serine protease - Oryza sativa (jap		UniRef90_Q6ZL89		2.00E-27		CHR07V5|COORD:23396515..23398961|protein subtilisin-like protease precursor, putative, expressed		LOC_Os07g39020.1		CUST_105873_PI403524517		2.0667639		1.0473737		2.0667639		up

		35_23228		0.09808922		0.15885353		0.09443283		0.5019474		0.415493		0.6641102		0.30725193		0.54948616		0.59159565		-2.0452414		-1.9378681		-1.9721327		-0.84981155		-0.90864944		-1.3782592		-1.2200441		-1.2926626		-1.1617842		-0.39944553		0.090800285		-0.16577816		0.637249		0.48483276		0.5743971		0.468297		0.78282166		0.74711704		-1.6957855		-1.7153311		-0.7885399		-0.39531517		-0.05102253		-0.4905777		-0.027175903		0.20643139		0.027175903		9.00E-18		CHR3V7|COORD:10985482..10987004| amino acid transporter family protein		AT3G28960.1		34.3		0		transport.amino acids				 no descriptionvery weakly similar to (86.7)AT3G28960| Symbols:  | amino acid transporter family protein | chr3:10985482-10987004 REVERSEnot assigned not assigned not assigned Aa_trans 		9.00E-32		Rep: H0219H12.7 protein - Oryza sativa (Rice)		UniRef90_Q01IJ0		5.00E-33		CHR04V5|COORD:22758757..22761288|protein amino acid/polyamine transporter II, putative, expressed		LOC_Os04g38680.1		CUST_80989_PI403524517		3.468208		1.7941904		3.468208		up

		35_31227		0.5772133		0.535449		0.34422588		0.894104		0.7623596		1.0454378		0.59466267		0.77507687		0.69037056		-0.5546274		-0.1983881		-0.6521406		-0.044605255		-0.34238625		-0.27973652		-0.91499233		-0.9530506		-0.9215727		-0.156497		0.5414429		0.21151161		0.7951374		0.70537376		0.7352972		0.7759571		0.815752		0.8428097		-0.17577076		-0.35115242		0.04460621		-1.4426155		-1.3262634		-1.3205729		-1.4988232		-1.6247892		-1.6447306						0		35.2		0		not assigned.unknown				 no description		1.00E-13		Cluster: Hypothetical protein OSJNBb0036G09.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036G09.7 - Oryza sativa (japonica cu		UniRef90_Q5JM77		7.00E-15		CHR01V5|COORD:30869648..30871038|protein plant-specific domain TIGR01568 family protein, expressed		LOC_Os01g53160.1		CUST_109891_PI403524517		2.3475492		1.2311554		2.3475492		up

		Contig15718_at		0.57760525		0.46954918		0.7142792		0.27867603		0.42378902		0.14447594		0.16028786		0.18638706		-0.009853363		-0.60818386		-0.7205286		-0.6768637		-0.6464081		-0.8360529		-0.8743763		-0.8688154		-0.8360529		-0.92143345		1.5896387		1.2338772		1.4944038		0.16775799		-0.0736227		-0.31173992		0.07265091		-0.51517105		-0.71377754		0.3540535		-0.5145817		-0.67448807		-0.25662708		0.009854317		-0.036240578		0.36406517		0.116716385		0.13761997		4.00E-28		patatin family protein		At2g39220.1     		33.1		0		development.storage proteins				NONE		2.00E-32		putative lipid acyl hydrolase [Oryza sativa] gb|AAK72885.1| putative lipid acyl hydrolase [Oryza sativa]		NP_909908.1     				protein Patatin-like phospholipase, putative		Os06g46350		CUST_4607_PI404877155		2.1491525		1.1037679		2.1491525		up

		Contig21324_at		0.9830694		0.97676563		0.9861822		1.2245054		1.5414848		1.3283195		1.1718588		1.3811245		1.069704		-2.1084523		-1.9464102		-1.2981634		-0.107852936		-0.026189804		-0.70609426		0.026189804		-0.07497978		-0.09053612		-0.111561775		1.2869587		0.7360544		1.261549		1.3621416		1.1474991		1.1508322		1.2437954		1.5288582		-0.75420904		-0.7085738		-0.15331936		-0.8834443		-0.70460844		-0.46050262		-0.73399734		-1.1549568		-1.2211599				trehalose-6-phosphate phosphatase, putative		At2g22190.1     		3		0		minor CHO metabolism.trehalose.TPP				trehalose-6-phosphate phosphatase, putative, similar to trehalose-6-phosphate phosphatase (AtTPPB) (Arabidopsis thaliana) GI:2944180; contains Pfam profile PF02358: Trehalose-phosphatase				putative trehalose-6-phosphate phosphatase [Oryza sativa (japonica cultivar-group)]		BAC79911.1      				protein trehalose-phosphatase, putative		Os07g43160		CUST_7319_PI404877155		3.7022166		1.8883893		3.7022166		up

		35_9423		1.015388		0.80251265		0.57133484		0.61526966		0.46500206		0.56579447		0.1714673		0.53068876		0.7595		-1.2581291		-1.6855369		-2.4690738		-0.17146683		-0.351624		-0.37914228		-0.31410694		-0.6815777		-0.55799246		0.288136		0.5851073		0.35150242		1.3293834		0.8834052		0.9794922		1.3117094		1.548049		1.2017779		-1.7573807		-1.4716201		-0.74568987		-1.4954457		-0.82056093		-1.1063166		-0.72778606		-0.67303133		-0.97366667				CHR3V7|COORD:22917089..22918865| CYP78A9 (CYTOCHROME P450 78A9); oxygen binding		AT3G61880.1		26.1		0		misc.cytochrome P450				 no descriptionweakly similar to ( 173)AT3G61880| Symbols: CYP78A9 | CYP78A9 (CYTOCHROME P450 78A9); oxygen binding | chr3:22917089-22918865 REVERSEweakly similar to ( 182)C78A3_SOYBNCytochrome P450 78A3 - Glycine max (Soybean)not assigned not assigned p450 				Cluster: Putative cytochrome p450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome p450 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z9D5				CHR08V5|COORD:27289992..27287658|protein cytochrome P450 78A3, putative, expressed		LOC_Os08g43390.1		CUST_32685_PI403524517		2.7993028		1.4850676		2.7993028		up

		35_42469		0.63913393		0.56686115		0.7031665		1.3156729		1.0368237		1.1882534		1.3349276		1.4431162		0.08713961		-1.164535		-0.15288019		-1.0957675		0.00666523		-0.26846218		-0.7364936		-0.00666523		-0.18755436		0.5699625		0.087629795		0.4910264		0.5428715		1.4060626		1.1517916		0.8761358		-0.34196424		-0.34539413		-0.37166023		-1.2193656		-0.16759872		-0.01510334		-0.65506554		-0.93037844		0.028529644		-0.1178689		-0.45086718		-0.103201866						0		35.2		0		not assigned.unknown				 no description		2.00E-19		Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O		UniRef90_Q6Z4S6		1.00E-20		CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed		LOC_Os07g03070.1		CUST_151907_PI403524517		2.3969548		1.2612027		2.3969548		up

		35_14541		2.3396714		2.1788352		2.4134405		2.2422864		2.145707		2.2029068		2.3870542		2.301645		2.4414527		1.3193209		0.15369844		0.8772962		1.4693434		1.703007		0.7492211		1.6418383		1.37627		1.9784501		-1.4802184		-1.3258679		-1.4848053		-0.63968444		-1.4569044		-1.5200435		-1.4777299		-1.4394084		-0.5154309		-1.5197551		-1.0919913		-0.15369844		-1.4919733		-1.4894284		-1.5001541		-1.4874159		-1.4966202		-1.4992306		7.00E-22		CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)		AT5G66400.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 109)DHN2_HORVUDehydrin DHN2 - Hordeum vulgare (Barley)not assigned not assigned Dehydrin PRK12678 PRK12323 				Rep: Dehydrin DHN2 - Hordeum vulgare (Barley)		UniRef90_P12952		2.00E-38		CHR11V5|COORD:14843591..14842298|protein water stress-inducible protein Rab21, putative, expressed		LOC_Os11g26790.1		CUST_50991_PI403524517		2.0601196		1.0427281		2.0601196		up

		Contig18274_at		-0.21854734		-0.7518754		-0.41713858		0.0624094		0.48111725		-0.023665428		1.2875662		0.42571354		0.42813778		-1.3768473		-1.5355129		-1.5882616		-0.9456439		-0.9554095		-0.73498297		-0.4262185		-0.71850777		-0.73688364		-0.059040546		0.13787794		0.008415699		0.47970963		1.0766654		0.5650482		1.2828684		1.3426437		1.5410018		-0.91404724		-0.8596878		-0.6816492		0.04534483		0.047064304		0.06899929		-0.007919788		0.007919788		0.094118595				phosphoinositide-specific phospholipase C (PLC2)		At3g08510.1     		11		0		lipid metabolism.lipid degradation.lysophospholipases				phosphoinositide-specific phospholipase C				phosphoinositide-specific phospholipase C (EC 3.1.4.-) P25  (clone SPM537) - soybean		T06777          				protein expressed protein		Os05g03610		CUST_6004_PI404877155		2.209246		1.1435541		2.209246		up

		Contig5181_at		-0.34353065		-0.23827791		-0.37841797		0.33472538		0.043959618		0.35610008		1.1883898		1.1109438		1.1057959		-1.6805196		-1.6724181		-1.4373999		-1.0702472		-1.1546826		-1.3819385		-1.2902532		-1.4961271		-1.4390402		0.34310436		0.5616336		0.28772497		1.202836		1.4648924		1.2774992		2.0898075		2.4471455		2.6645918		-0.8612032		-1.1451836		-0.9464855		-0.18825579		-0.115905285		-0.039378166		0.4394245		0.039378643		0.12882471		1.40E-45		plant-specific transcription factor YABBY family protein		At2g26580.1     		27		0		RNA.regulation of transcription.C2C2(Zn) YABBY family				gi|11280864|pir||T51588 hypothetical protein 2 [imported]				hypothetical protein 2 [imported] - rice gb|AAC72848.1| unknown [Oryza sativa]		T51588          				protein YABBY protein		Os12g42610		CUST_11491_PI404877155		3.3771648		1.7558126		3.3771648		up

		35_24657		0.04091358		0.20921469		0.1481452		0.49556446		0.18385935		0.3679552		0.21314144		0.72361994		0.6929722		-1.5408301		-1.5006285		-1.8403497		-0.32744122		-0.6247268		-1.0017166		-1.7882311		-1.566576		-1.45678		-0.7096691		0.25024748		-0.16114902		0.47577286		0.5348306		0.37244081		0.65045595		0.8240967		0.7392688		-1.4213018		-1.4537382		-0.52183294		-0.050884247		0.39518452		-0.5828996		0.040681362		-0.050884247		-0.040681362				CHR3V7|COORD:10985482..10987004| amino acid transporter family protein		AT3G28960.1		34.3		0		transport.amino acids				 no descriptionmoderately similar to ( 252)AT3G28960| Symbols:  | amino acid transporter family protein | chr3:10985482-10987004 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC PotE Trp_Tyr_perm Pol_Y_like 				Rep: H0219H12.7 protein - Oryza sativa (Rice)		UniRef90_Q01IJ0				CHR04V5|COORD:22758757..22761288|protein amino acid/polyamine transporter II, putative, expressed		LOC_Os04g38680.1		CUST_86096_PI403524517		3.10771		1.6358519		3.10771		up

		35_25795		0.49944592		0.838604		0.79980755		0.3505144		0.32172108		0.32547855		0.4476652		0.5608759		0.25177288		-0.3048563		-0.17661381		-0.071697235		-0.6604595		-0.81600714		-0.96458006		-1.1016774		-1.0132751		-1.0483661		0.6810818		0.61075974		0.738575		0.13519192		0.30886364		-0.04668331		0.15385246		0.110126495		0.018827438		0.25971413		-0.018828392		-0.029465675		-0.8125768		-0.59939766		-0.6855097		-0.74874735		-1.0435834		-0.96377516		2.00E-11		CHR2|COORD:10629532..10631211| proline-rich extensin-like family protein, contains proline-rich extensin domains, INTERPRO:IPR002965		AT2G24980.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 		1.00E-25		Cluster: NHL repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NHL repeat-containing protein-like - Oryza sativa (japonica cultiv		UniRef90_Q67UK6		6.00E-27		CHR06V5|COORD:6914784..6915583|protein expressed protein		LOC_Os06g12660.1		CUST_90178_PI403524517		2.254179		1.172602		2.254179		up

		35_35439		1.1213846		1.247653		1.4867573		1.4338627		1.5625668		0.96792793		2.2444916		1.6765633		1.5853052		0.6297312		1.1254339		1.1812096		0.43466663		0.19793797		-0.15771484		0.15771389		0.2180376		0.2307806		-1.4581919		-1.4102259		-1.7057829		-1.8758268		-1.1705456		-2.2759905		-1.5032749		-2.4447727		-2.1536036		0.22827911		-0.16769886		-1.2746649		-1.680069		-2.4772983		-1.8446989		-3.68018		-3.102499		-3.0327997						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_125862_PI403524517		2.0481222		1.0343018		2.0481222		up

		35_50003		0.4488325		0.26080036		0.23222256		0.20537663		0.784008		0.7413039		0.7109256		1.11378		0.6635332		-0.7694788		-0.3257742		-0.5622525		-0.3946786		-0.48585558		-0.5505562		-0.44466925		-0.23974276		-0.44332743		-0.039352894		0.54866457		0.040843964		0.93128014		1.2827497		0.9726162		1.2741508		1.465508		1.545382		-0.5886092		-0.21441507		0.03935337		-0.07149601		-0.21543503		-0.25227642		-0.68084335		-0.5150647		-0.2698908		4.00E-23		CHR3V7|COORD:597595..599445| histidyl-tRNA synthetase, putative / histidine--tRNA ligase, putative		AT3G02760.1		29		0		protein.aa activation.histidine-tRNA ligase				 no descriptionweakly similar to ( 102)AT3G02760| Symbols:  | histidyl-tRNA synthetase, putative / histidine--tRNA ligase, putative | chr3:597595-599445 REVERSEweakly similar to ( 108)SYH_ORYSAnot assigned HisS HisRS-like_core hisS 		3.00E-25		Rep: Histidyl-tRNA synthetase - Triticum aestivum (Wheat)		UniRef90_Q9ZTW6		2.00E-24		CHR05V5|COORD:2909924..2906140|protein histidyl-tRNA synthetase, putative, expressed		LOC_Os05g05840.1		CUST_179799_PI403524517		2.0589402		1.041902		2.0589402		up

		35_26361		2.7317138		1.9099073		2.0689163		1.6931863		1.7995424		2.029817		2.2869582		2.2732272		2.0356836		-2.7476118		-3.0924306		-1.5157845		-0.9537542		-1.0818257		-1.0049453		-0.4334116		-0.56356573		-1.0380135		1.1254511		0.43341112		0.77457		1.4936361		1.3432059		1.1784549		1.9414515		2.0370955		2.0008116		-3.6871905		-2.5400398		-2.4931064		-1.5695055		-0.9339919		-3.6882968		-0.599946		-1.2205956		-0.60834026		3.00E-10		CHR3V7|COORD:560263..561767| acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative		AT3G02620.1		11		0		lipid metabolism.FA synthesis and FA elongation.ACP desaturase				 no descriptionvery weakly similar to (62.0)AT3G02620| Symbols:  | acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative | chr3:560263-561767 FORWARDvery weakly similar to (57.8)STAD_SPIOLAcyl-[acyl-carrier-protein] desaturase, chloroplast precursor - Spinacia oleracea (Spinach)FA_desaturase_2 		2.00E-11		Cluster: Putative stearoyl-acyl-carrier protein desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stearoyl-acyl-carrier protein desaturase -		UniRef90_Q84MF1		7.00E-13		CHR03V5|COORD:17579996..17578327|protein acyl-desaturase, chloroplast precursor, putative, expressed		LOC_Os03g30950.1		CUST_92186_PI403524517		11.106761		3.4733663		11.106761		up

		35_20005		0.15439081		0.46928644		0.27589178		0.7525439		0.6840377		0.8414655		1.13695		1.0114484		1.1469932		-0.8771734		-0.5922723		-0.6515641		-0.22808075		-0.21841669		-0.32820702		-0.50933266		-0.6560073		-0.52448463		0.36385536		0.3656516		0.6534867		0.63651514		1.0616984		0.80298185		1.433927		1.2605815		1.4540992		-0.43695545		-0.36640644		-0.15439081		-1.0605464		-0.9297018		-1.1094651		-0.9141178		-1.2872629		-1.2232575		2.00E-20		CHR3V7|COORD:5065452..5066183| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Os04g0413900 [Oryza sativa (japonica		AT3G15040.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (59.3)AT3G15040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Os04g0413900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052750.1); similar to Os01g0862600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044884.1); similar to hypothetical protein LOC_Os10g27350 [Oryza sativa (japonica cultivar-group)] (GB:AAP53748.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr3:5065452-5066183 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF584 PRK07764 PRK07003 PRK12323 PRK12678 Tymo_45kd_70kd DUF1509 				Rep: H0501D11.6 protein - Oryza sativa (Rice)		UniRef90_Q01IJ8				CHR04V5|COORD:26917960..26925204|protein expressed protein		LOC_Os04g45834.2		CUST_69916_PI403524517		2.3436017		1.2287273		2.3436017		up

		35_22300		0.2751751		0.46735954		0.38835812		0.76751137		0.75787354		0.80362415		0.78469753		0.8194227		0.8515816		-0.65046453		-0.7737012		-0.31337976		-0.41645813		-0.4960847		-0.6673999		-0.6292		-0.5675192		-0.6895809		0.7035656		0.64138985		0.736351		0.8575716		0.69110966		0.7910814		0.78259087		1.0091124		0.9328594		-0.6391678		-0.61612797		-0.355062		-0.36717796		-0.27517462		-0.3180337		-0.44598103		-0.48048067		-0.5220337				CHR1V7|COORD:26135156..26136597| methyltransferase		AT1G69526.2		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 216)AT1G69526| Symbols:  | methyltransferase | chr1:26135156-26136597 FORWARDvery weakly similar to (55.8)SMT2_ORYSAnot assigned not assigned Methyltransf_11 PRK08317 UbiE ubiE arsM Ubie_methyltran SmtA UbiG Methyltransf_12 				Cluster: UbiE/COQ5 methyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: UbiE/COQ5 methyltransferase-like - Oryza sativa (japonica		UniRef90_Q6Z2U2				CHR02V5|COORD:31204320..31206791|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed		LOC_Os02g51030.1		CUST_77787_PI403524517		2.3546097		1.2354879		2.3546097		up

		35_24097		0.9668598		0.8326988		0.9489155		1.3594742		1.3733835		1.3992367		1.609437		1.3709698		1.531889		-0.86220455		-1.1032734		-1.0272241		-0.18863487		-0.05008936		-0.048475266		-0.21865654		-0.043064594		-0.34899616		0.043064117		0.7348089		0.3957882		1.3485727		1.2420826		1.2755785		1.5416079		1.7525978		1.4803104		-1.0493827		-0.933054		-0.54886913		-0.15583992		-0.2485528		-0.090162754		-0.37466526		-0.65037584		-0.70655394		5.00E-12		CHR1V7|COORD:6751944..6753950| bZIP transcription factor family protein		AT1G19490.1		27		0		RNA.regulation of transcription.bZIP transcription factor family				 no descriptionvery weakly similar to (67.0)AT1G19490| Symbols:  | bZIP transcription factor family protein | chr1:6751944-6753950 REVERSEBRLZ 		1.00E-21		Rep: DNA-binding factor of bZIP class - Oryza sativa (Rice)		UniRef90_Q40627		2.00E-10		CHR12V5|COORD:2767413..2776005|protein retrotransposon protein, putative, unclassified, expressed		LOC_Os12g06010.1		CUST_3348_PI399408534		3.244879		1.6981647		3.244879		up

		AB259783		3.2448893		3.0976849		3.0934381		2.942563		2.874319		3.0578823		2.5896673		2.834221		2.574133		-6.624172		-6.7453547		-6.8433113		-6.253304		-6.6685286		-6.7506866		-6.085415		-6.8783765		-6.772562		1.9736595		2.8048105		2.3855		3.1392622		2.8025103		2.9049873		2.745389		2.7156954		2.677063		-6.4356756		-6.3491173		-1.973659		-6.266574		-6.0598345		-6.2775636		-6.6840796		-6.5014844		-6.766923										0										Vrs1 Homeobox transcription factor										CUST_5_PI399866507		748.4875		9.547834		748.4875		up

		35_14972		2.4793458		2.2641625		2.2911115		1.7515416		2.1806436		2.1316552		1.978416		2.6754775		2.0478358		1.7970376		2.8493886		2.4056354		0.8941798		0.4965272		0.3031435		0.29801702		0.2492733		0.30349302		-1.6605291		-0.52557707		-1.2794876		-1.7746582		-1.7438765		-2.1268415		-2.070785		-2.3250642		-2.1395364		-0.2492733		-0.6481738		-0.86199		-3.5662038		-3.6356978		-4.8584566		-3.65181		-3.7671607		-3.2486992		2.00E-31		CHR1V7|COORD:4090174..4090587| ELP (EXTENSIN-LIKE PROTEIN); lipid binding		AT1G12090.1		26.21		0		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein				 no descriptionvery weakly similar to (75.1)AT4G12470| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr4:7401368-7401853 REVERSEvery weakly similar to (73.2)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)HPS_like Tryp_alpha_amyl 		1.00E-42		Cluster: Protease inhibitor/seed storage/LTP family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease inhibitor/seed storage/LTP		UniRef90_Q10T26		5.00E-44		CHR03V5|COORD:189420..190186|protein cortical cell-delineating protein precursor, putative, expressed		LOC_Os03g01310.1		CUST_52558_PI403524517		2.19424		1.1337214		2.19424		up

		35_7815		0.8568535		1.0740862		0.8822794		1.2101927		1.0896177		1.2537642		1.3422422		1.2942114		1.3150749		-2.649293		-2.1325727		-1.707519		-0.16447258		-0.23998833		-0.6599841		-0.4041586		-0.44854164		-0.4345169		0.16447258		1.1592884		0.60729694		1.2977657		1.199111		1.0830431		1.4493732		1.6172638		1.589159		-2.0716367		-1.8901825		-0.41589737		-0.60180473		-0.56200886		-0.73563004		-0.8261218		-1.075316		-0.82799625		1.00E-41		CHR1V7|COORD:2143247..2143756| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30230.1); similar to hypothetical protein LOC_Os03g18660 [Oryza		AT1G06980.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 156)AT1G06980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30230.1); similar to hypothetical protein LOC_Os03g18660 [Oryza sativa (japonica cultivar-group)] (GB:ABF95458.1) | chr1:2143247-2143756 REVERSE				Cluster: Hypothetical protein OSJNBa0027N19.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0027N19.12 - Oryza sativa (japonica		UniRef90_Q6F2T0				CHR05V5|COORD:3811047..3811559|protein expressed protein		LOC_Os05g07240.1		CUST_26984_PI403524517		4.3735924		2.1288188		4.3735924		up

		35_10841		1.2254953		1.1090837		1.4063482		1.0867419		0.99148655		1.1225843		0.9973302		0.7207837		0.003587246		0.011838913		0.13376093		0.041615963		-0.36030388		-0.13260746		-0.68792963		-0.21722984		0.3283143		-0.003587246		0.40034008		-0.012440205		0.1625309		0.83398104		0.67733717		0.09510851		-0.63901234		-1.2380877		-1.1192031		-0.93158674		-0.6862979		-1.0442533		-1.0575881		-0.8209748		-0.6771045		-0.97694445		-1.1902351		-1.4904866		7.00E-45		CHR5V7|COORD:1155986..1158621| C2 domain-containing protein (sytC)		AT5G04220.2		35		0		not assigned.no ontology.C2 domain-containing protein				 no descriptionweakly similar to ( 175)AT5G04220| Symbols:  | C2 domain-containing protein (sytC) | chr5:1155986-1158621 REVERSEC2 C2 C2 				Cluster: Putative CLB1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CLB1 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q655F0				CHR06V5|COORD:28557294..28563764|protein calcium lipid binding protein-like, putative, expressed		LOC_Os06g47130.1		CUST_37647_PI403524517		2.0864685		1.0610632		2.0864685		up

		35_14516		0.5988226		0.40223217		0.6113758		0.507288		0.8049936		0.64260197		0.6488514		0.5646267		0.4494505		-0.31465816		0.01508522		0.13946629		-0.87391615		-1.0377879		-0.67679596		-0.44467497		-0.6039586		-0.68866396		0.9914608		0.24763966		0.5585518		0.07128143		0.31463814		-0.015084267		-0.16649818		-0.6064744		-0.4891553		0.33428574		0.16626263		-0.16569996		-0.35224104		-0.81621885		-0.56649494		-0.9887843		-1.306992		-1.3642964				CHR4V7|COORD:12811520..12814450| ATPAP24/PAP24 (purple acid phosphatase 24); acid phosphatase/ protein serine/threonine phosphatase		AT4G24890.1		26.13		0		misc.acid and other phosphatases				 no descriptionmoderately similar to ( 426)AT4G24890| Symbols: ATPAP24, PAP24 | ATPAP24/PAP24 (purple acid phosphatase 24); acid phosphatase/ protein serine/threonine phosphatase | chr4:12811520-12814450 REVERSEhighly similar to ( 515)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned SerH Metallophos Herpes_BLLF1 PRK12323 				Cluster: Nucleotide pyrophosphatase/phosphodiesterase; n=2; Hordeum vulgare|Rep: Nucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare		UniRef90_Q687E1				CHR08V5|COORD:26306741..26312631|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed		LOC_Os08g41880.1		CUST_50889_PI403524517		2.1134088		1.0795718		2.1134088		up

		35_25703		0.4620285		0.7478657		1.551918		1.1027565		1.5180159		1.6113358		1.4344187		1.4061484		1.9914064		-0.6442499		-0.86413765		-0.3632183		0.06127405		1.0463772		0.77203846		0.5644994		0.771791		0.8756976		-0.3162012		-1.1776803		-1.1212018		-0.3233223		-0.06127405		-0.10157633		0.6981101		0.65388346		0.58315754		-1.2107027		-1.9410372		-0.5280502		-1.2199669		-1.6183679		-2.1018155		-1.2561152		-2.5891442		-2.215795		3.00E-07		CHR5V7|COORD:25397442..25398350| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48510.1); similar to hypothetical protein MtrDRAFT_AC135505g13v1		AT5G63350.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (50.4)AT5G63350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48510.1); similar to hypothetical protein MtrDRAFT_AC135505g13v1 [Medicago truncatula] (GB:ABE82027.1) | chr5:25397442-25398350 REVERSE		1.00E-10		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q2QV61		6.00E-12		CHR12V5|COORD:7889781..7891350|protein expressed protein		LOC_Os12g13910.1		CUST_89842_PI403524517		2.0955276		1.0673136		2.0955276		up

		Contig9927_s_at		-0.30032444		-0.48989677		-0.19295788		-1.0120525		-0.6013346		-1.279191		-1.4226923		-1.3240051		-1.1649733		-8.510473		-6.345251		-9.562846		-3.7868233		-9.0677185		-1.4604464		-7.95588		-8.963916		-9.692377		1.046916		0.32452965		0.7575903		0.37072468		0.39850712		0.43022442		0.45341492		0.50388813		0.42766476		0.2312479		0.19295883		0.2447424		0.3237419		0.36341858		0.342062		0.33275318		0.29197216		0.23900223				S1 RNA-binding domain-containing protein		At1g12800.1     		27		0		RNA.regulation of transcription.HSF,Heat-shock transcription factor family				S1 RNA-binding domain-containing protein, contains Pfam domain, PF00575: S1 RNA binding domain				0		BAD07935.1      				protein S1 RNA binding domain, putative		Os02g02390		CUST_16052_PI404877155		84.17778		6.3953676		84.17778		up

		Contig2905_at		-0.77750635		-0.5168996		-0.3959942		-0.288064		0.017557144		-0.20907736		0.79209995		0.3343134		0.13792229		-1.0070076		-0.40354776		-0.25860643		-1.7820058		-2.2053928		-1.6494403		-1.726203		-1.7783165		-2.081318		0.9241133		1.064806		0.8989763		1.0308962		1.3468733		1.0379057		1.2759476		0.8846302		1.1269608		1.0860701		0.9225445		0.5990019		0.3260002		0.25099182		-0.12595797		-0.017557144		-0.15647507		-0.19231987				0		0		17.7		0		hormone metabolism.jasmonate				NONE				0		0				0		0		CUST_9113_PI404877155		2.5171633		1.3317988		2.5171633		up

		35_12227		0.12427807		0.33938122		0.3205576		0.64485264		0.694582		0.8266163		1.0110369		0.9823265		0.7954569		-1.0058498		-0.7301607		-0.8058243		-0.5606966		-0.7207575		-0.9254627		-0.3664379		-0.29783344		-0.34993172		-0.45517826		0.5953188		0.12029743		0.7915163		0.8395405		0.631299		0.9435358		1.0890703		1.2627115		-0.60856915		-0.67098236		-0.43781185		-0.12029743		0.15206909		-0.13122559		-0.45724678		-0.59627056		-0.569932		3.00E-10		CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein		AT4G13340.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned Drf_FH1 		5.00E-25		Cluster: Putative LRP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LRP1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q941Y5		2.00E-26		CHR01V5|COORD:42366471..42364016|protein LRP1, putative, expressed		LOC_Os01g72490.2		CUST_42559_PI403524517		2.4250336		1.2780048		2.4250336		up

		35_25617		0.7374563		0.74803543		0.8964052		1.0568905		1.0948677		1.1435347		0.9190016		0.7908611		1.0997639		-8.492772		-8.519639		-8.430456		-2.9050403		-8.472464		-0.43445206		-8.069076		-8.464788		-8.500373		0.434453		0.96668816		0.66090584		1.012619		1.0745249		1.0775156		0.91038513		0.88435173		1.0568905		-2.1876674		-6.769327		-3.4643617		-8.275213		-8.18882		-8.397991		-8.196717		-8.377977		-8.476406		5.00E-05		CHR3V7|COORD:10246575..10254395| RST1 (RESURRECTION1); binding		AT3G27670.1		35.2		0		not assigned.unknown				 no description		6.00E-30		Cluster: Putative RST1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RST1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q8LQU3		2.00E-31		CHR01V5|COORD:3571082..3556534|protein RST1, putative, expressed		LOC_Os01g07490.1		CUST_89543_PI403524517		232.96768		7.863986		232.96768		up

		35_9180		0.9702177		0.8281183		0.7910414		0.89932346		0.7543497		1.0701218		0.62653446		0.83211994		0.8702612		-1.7762003		-1.6362238		-1.9436779		-0.45549774		-0.44740295		-0.4424219		-0.31335926		-0.23322296		-0.27462864		0.23322296		0.86088467		0.5587225		1.3985863		1.3217001		1.4561977		1.2412271		1.4510803		1.3713617		-1.9788189		-1.8179846		-1.0946474		-0.77855015		-0.7007351		-0.79932404		-0.7830467		-0.68933105		-0.79289913		4.00E-25		CHR3V7|COORD:22917089..22918865| CYP78A9 (CYTOCHROME P450 78A9); oxygen binding		AT3G61880.1		26.1		0		misc.cytochrome P450				 no descriptionvery weakly similar to (92.0)AT1G01190| Symbols: CYP78A8 | CYP78A8 (cytochrome P450, family 78, subfamily A, polypeptide 8); oxygen binding | chr1:83045-84864 REVERSEvery weakly similar to (86.7)C78A3_SOYBNCytochrome P450 78A3 - Glycine max (Soybean)not assigned 		2.00E-28		Cluster: Putative cytochrome p450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome p450 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z9D5		8.00E-30		CHR08V5|COORD:27289992..27287658|protein cytochrome P450 78A3, putative, expressed		LOC_Os08g43390.1		CUST_31820_PI403524517		3.2153354		1.6849692		3.2153354		up

		Contig9300_at		-0.23138428		3.08E-04		-0.11410236		0.6417494		0.8402109		0.76164436		0.64606		0.6737623		0.81634426		-1.0847702		-0.9402008		-0.8906479		-0.5539446		-0.58141136		-0.8317232		-0.7045994		-0.8296728		-0.79856205		0.25652218		0.2705412		0.2045641		0.23555374		0.4389124		0.31093216		0.33143616		0.40539646		0.6171894		-0.8216562		-0.98084354		-0.3971777		-0.2968464		-0.15580273		-0.31292915		-3.07E-04		0.11211586		0.10009289				histidine kinase (AHK4) (WOL)		At2g01830.2     		17		0		hormone metabolism.cytokinin.signal transduction				putative histidine kinase				putative histidine kinase [Oryza sativa (japonica cultivar-group)]		AAO38834.1      				protein putative histidine kinase		Os03g50860		CUST_15422_PI404877155		2.378437		1.2500138		2.378437		up

		Contig19794_at		-0.28648853		-0.58752155		-0.28543758		0.4126463		0.52694225		0.41238117		1.1803427		0.87526226		0.85963345		-1.0150928		-1.1846333		-0.82184696		-0.79761505		-0.7601347		-0.68178177		-0.36820793		-0.530962		-0.55830765		0.66751957		-0.8587179		0.025223732		-0.17163181		-0.025222778		0.12240791		0.47371006		0.32557487		0.45973492		-0.6241226		-0.50750446		-0.6288786		0.88183403		0.73195934		1.0476837		1.0754995		0.90427494		0.9284477				0		0		27		0		RNA.regulation of transcription.EIN3-like(EIL) transcription factor family				NONE		9.00E-11		putative transcription factor OsEIL2 [Oryza sativa (japonica cultivar-group)]		BAC10338.1      		6.00E-12		protein Ethylene insensitive 3, putative		Os07g48630		CUST_6670_PI404877155		2.1314213		1.0918158		2.1314213		up

		35_15630		-0.40650702		-0.2493186		-0.48449373		0.10231161		0.06727791		0.3183589		1.2665501		1.1173496		1.0916681		-0.9572673		-1.7818632		-1.5934863		-0.6832509		-0.7286267		-1.4121757		-1.2770109		-2.0782793		-0.85591364		0.60538197		0.60123396		0.18910456		1.3419337		1.6419973		1.6204057		2.05121		2.6334825		2.6844459		-0.51248264		-0.08828163		-0.9373121		-0.15748072		-0.06727791		-0.2768302		0.20628071		0.33509302		0.33952475		1.40E-45		CHR2|COORD:11310670..11314031| plant-specific transcription factor YABBY family protein, contains Pfam profile: PF04690 YABBY protein		AT2G26580.2		27		0		RNA.regulation of transcription.C2C2(Zn) YABBY family				 no descriptionweakly similar to ( 172)AT2G45190| Symbols: FIL, YAB1, AFO | AFO (ABNORMAL FLORAL ORGANS); transcription factor | chr2:18635524-18637626 REVERSEweakly similar to ( 164)YAB1_ORYSAYABBY 				Cluster: YABBY protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: YABBY protein, expressed - Oryza sativa (japonica cultivar-group)		UniRef90_Q2QM17				CHR12V5|COORD:26444027..26453782|protein axial regulator YABBY2, putative, expressed		LOC_Os12g42610.1		CUST_13262_PI399408534		2.9830449		1.5767857		2.9830449		up

		35_21588		0.4172001		0.46420336		0.31176138		0.44067907		0.23637629		0.5944066		0.34802008		0.52251244		0.62468195		-4.352776		-3.4802926		-2.291104		-0.19041777		-0.83747196		-1.4260244		-0.9573827		-0.6209202		-0.5797224		0.19041824		0.9453764		0.50619316		1.2380171		1.2846756		1.1623611		1.3785911		1.5505533		1.8222942		-1.9600906		-2.1879606		-0.9336872		-0.59174013		-0.26557732		-0.38602495		-0.9416008		-1.5805202		-1.7582014		2.00E-07		CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein		AT2G29210.1		35.2		0		not assigned.unknown				 no description		4.00E-40		Cluster: Putative anthocyanin 5-aromatic acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin 5-aromatic acyltransferase - Ory		UniRef90_Q8LND6		2.00E-41		CHR10V5|COORD:13282773..13280395|protein transferase family protein, expressed		LOC_Os10g26290.1		CUST_75313_PI403524517		4.220249		2.0773282		4.220249		up

		35_20834		-0.18922186		-2.0743623		0.18922186		1.0479574		1.2644253		1.2568398		2.753252		2.0782175		1.7325354		-4.647914		-4.1442046		-3.7155993		-2.1503963		-2.2174764		-2.4049335		-1.8707876		-1.7581663		-1.8280692		-0.7373662		-0.7402835		-4.5519037		-0.55901146		-0.5273814		-0.51915836		0.93902206		0.86856365		0.629354		-0.2398777		3.7718935		2.7220354		3.6918802		4.418256		3.779045		4.4787073		4.1904163		4.1901608		2.00E-37		CHR4V7|COORD:16945078..16945988| SEN1 (DARK INDUCIBLE 1)		AT4G35770.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 135)AT4G35770| Symbols: SEN1, ATSEN1, DIN1 | SEN1 (DARK INDUCIBLE 1) | chr4:16945078-16945969 FORWARDweakly similar to ( 135)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD PRK08762 RHOD_1 PspE Rhodanese RHOD_Pyr_redox GlpE_ST PRK11784 RHOD_HSP67B2 PRK05597 				Rep: Senescence-associated protein - Triticum aestivum (Wheat)		UniRef90_Q2TN72				CHR06V5|COORD:30825116..30822444|protein senescence-associated protein DIN1, putative, expressed		LOC_Os06g50930.1		CUST_72687_PI403524517		12.501641		3.6440456		12.501641		up

		35_14519		0.4139862		0.46171284		0.69414234		0.85172844		0.9739828		0.7467308		0.5438118		0.5590687		0.663188		-0.6671562		-0.13173294		0.32978725		-0.6965351		-1.0566616		-0.78656006		-0.68649864		-0.5917196		-0.58495045		1.3210897		0.08046913		0.91063976		0.28190517		0.45910835		0.42731476		-0.08046913		-0.51436996		-0.51736546		0.19582653		0.119119644		-0.39253902		-0.36388683		-0.80204296		-0.53039455		-0.94661903		-1.0908394		-1.0815277				CHR5V7|COORD:20540801..20543457| ATPAP27/PAP27 (purple acid phosphatase 27); acid phosphatase/ protein serine/threonine phosphatase		AT5G50400.1		26.13		0		misc.acid and other phosphatases				 no descriptionhighly similar to ( 863)AT5G50400| Symbols: ATPAP27, PAP27 | ATPAP27/PAP27 (purple acid phosphatase 27); acid phosphatase/ protein serine/threonine phosphatase | chr5:20540801-20543457 REVERSEhighly similar to ( 753)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 Metallophos SerH Pneumo_att_G AF-4 PRK12323 DUF566 MAP65_ASE1 PRK07003 				Cluster: Putative diphosphonucleotide phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative diphosphonucleotide phosphatase - Oryza sativa (jap		UniRef90_Q6ZI95				CHR08V5|COORD:26306741..26312631|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed		LOC_Os08g41880.1		CUST_50903_PI403524517		2.2939277		1.19782		2.2939277		up

		35_11836		-0.020134449		1.8750367		0.020133972		-0.35863876		-0.024154663		0.18250847		0.6796918		0.117874146		0.43952656		-1.7338221		-1.721591		-1.0392087		-0.48767424		-0.8236735		-0.54241467		-1.0321853		-1.3058403		-1.1233387		2.2831488		-0.77717924		2.3965545		-0.16775036		-0.2673483		-0.30985737		1.1601171		0.7773323		0.3637352		-2.4479628		-0.048250675		0.8734107		1.6765146		1.9795885		1.3838348		2.0136857		1.5293837		1.4554048				0		0		35.2		0		not assigned.unknown				 no description		3.00E-07		Cluster: Os05g0355300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0355300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DIX0		1.00E-08		CHR05V5|COORD:16772537..16769917|protein PIT1, putative, expressed		LOC_Os05g28730.1		CUST_41176_PI403524517		2.663845		1.4135102		2.663845		up

		35_14971		2.9156733		2.7213845		2.5122156		1.9925599		2.6627584		2.549869		2.5064745		3.0913577		2.7407775		2.8434925		3.729959		3.1399379		1.2958074		0.14617586		-0.14617586		0.26813126		0.8816428		0.31052637		-3.0090284		-3.1096392		-1.9406791		-3.0935526		-3.0358052		-3.043052		-2.0635784		-0.9156854		-2.9778633		0.4834323		-1.3277206		-0.8619981		-3.0182528		-3.011362		-2.9617658		-2.9726627		-2.9575686		-2.9821315		2.00E-35		CHR1V7|COORD:4090174..4090587| ELP (EXTENSIN-LIKE PROTEIN); lipid binding		AT1G12090.1		26.21		0		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein				 no descriptionvery weakly similar to (76.3)AT4G12470| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr4:7401368-7401853 REVERSEvery weakly similar to (73.6)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)not assigned HPS_like Tryp_alpha_amyl 				Cluster: Lipid transfer protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipid transfer protein-like protein - Oryza sativa (japonica		UniRef90_Q6S509				CHR03V5|COORD:186677..187468|protein cortical cell-delineating protein precursor, putative, expressed		LOC_Os03g01300.1		CUST_52553_PI403524517		2.3735788		1.2470639		2.3735788		up

		Contig8733_at		9.47974		9.228904		9.451624		8.477184		8.974469		8.230758		8.083999		8.548892		8.543422		-0.81426406		-1.3991315		-2.0872636		-0.49401188		-0.69041085		0.8153763		0.21407938		0.031332016		1.544869		-0.6461532		-1.0702517		-1.2852998		0.702405		0.75870943		0.9420042		3.4342127		-1.0793602		-0.86918664		-0.46664095		-0.89835906		-0.5278201		-1.2211335		-1.2151573		-0.45735836		-0.031332016		0.09520006		-0.73351383				RNA polymerase II 15.9 kDa subunit (RPB15.9)		At5g09920.1     		27.2		0		RNA.transcription				 15.9 kDa subunit of RNA polymerase II (gb|AAB95261.1)				putative 15.9 kDa subunit of RNA polymerase II [Oryza sativa (japonica cultivar-group)] dbj|BAD07723.1| putative 15.9 kDa subunit of RNA pol		XP_463881.1     				protein RNA polymerase Rpb4		Os02g02510		CUST_14903_PI404877155		548.681		9.099824		548.681		up
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		Harvest assembly ID		US91603673_252882710112_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		ATH_EVALUE		ATH_SEQ_DESC		ATH_SEQ_ID		BINCODE		ControlType		FUNCAT				MAPMAN DESCRIPTION		PROT_EVALUE		PROT_SEQ_DESC		PROT_SEQ_ID		RICE_EVALUE		RICE_SEQ_DESC		RICE_SEQ_ID		ProbeName		FC ([HEINES HAISA] vs [MHOR345])		Log FC ([HEINES HAISA] vs [MHOR345])		FC (abs) ([HEINES HAISA] vs [MHOR345])		Regulation ([HEINES HAISA] vs [MHOR345])

		35_10104		-1.3893299		-1.406632		-1.616539		-1.111978		-1.212739		-0.9010277		-1.792809		-0.9879136		-0.63541365		0.709147		0.7092886		0.78114843		1.4437923		1.490284		1.2684579		1.3845158		1.4535398		1.4316306		-1.7319605		-1.1092477		-2.2785974		-1.3342619		-1.2090349		-1.4517899		-0.5644994		-0.44264317		-0.61745214		0.44264317		0.6260891		0.95392513		1.1637421		1.2082644		1.1800661		1.3589749		0.98275375		0.91009474				CHR1V7|COORD:23341133..23344013| KNAT7 (Knotted-like Arabidopsis thaliana); DNA binding / transcription factor		AT1G62990.1		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				 no descriptionmoderately similar to ( 318)AT1G62990| Symbols: IXR11, KNAT7 | KNAT7 (Knotted-like Arabidopsis thaliana); DNA binding / transcription factor | chr1:23341133-23344013 FORWARDmoderately similar to ( 315)HD1_BRANAHomeobox protein HD1 - Brassica napus (Rape)not assigned not assigned homeodomain HOX KNOX2 				Cluster: KNOX family class 2 homeodomain protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: KNOX family class 2 homeodomain protein - Oryza sativa (japon		UniRef90_Q94LW3				CHR03V5|COORD:1318397..1323640|protein homeobox protein HD1, putative, expressed		LOC_Os03g03164.2		CUST_31587_PI399408534		-5.329576		-2.4140208		5.329576		down

		HY03N05u_at		-0.16800165		-0.0032277107		-0.051651		-0.7168093		-0.5859847		-0.7618141		-1.1015525		-1.4865003		-0.7732668		0.6990757		1.2381039		0.4703107		0.8659854		1.0360832		1.2298241		1.0855193		1.1284466		1.0820217		-0.47788954		0.8494959		-0.06082821		-0.19390011		-0.4533162		-1.0081296		-0.26010752		-0.7162938		-0.61276674		0.90669584		1.060082		0.798254		0.306664		0.30117035		0.53730965		0.6016216		0.0032281876		-0.17533588		6.00E-21		oxidoreductase, 2OG-Fe(II) oxygenase family protein		At5g18900.1     		13		0		amino acid metabolism.degradation.glutamate family.proline				gi|31432062|gb|AAP53747.1| unknown protein		4.00E-22		putative oxidoreductase [Oryza sativa (japonica cultivar-group)]		AAO72374.1      		2.00E-24		protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative		Os10g27340		CUST_18987_PI404877155		-3.05115		-1.6093532		3.05115		down

		35_16399		0.20924616		0.1638298		0.319448		-0.8208952		-1.0159564		-0.62087107		-1.442635		-0.8459301		-1.2918587		0.79866505		1.0184822		0.80093384		0.73028946		0.8607502		0.5506754		0.58960533		0.80940914		0.81169987		-1.0231752		0.020229816		-0.7139492		-0.87830305		0.6185055		-0.34536457		-1.3917828		-1.638515		-1.5072274		-0.020230293		0.3361349		0.14256573		-0.6837745		-0.4464259		-0.6017566		0.31588125		0.6264906		-0.62531185		2.00E-35		CHR5|COORD:20453724..20454952| expressed protein, similar to unknown protein (pir::T05562) isoform contains a non-consensus AT acceptor splice site at		AT5G50200.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 122)AT5G50200| Symbols: ATNRT3.1, NRT3.1, WR3 | WR3 (WOUND-RESPONSIVE 3); nitrate transporter | chr5:20453838-20454761 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 PRK12323 PRK07003 Tymo_45kd_70kd Atrophin-1 HPC2 FAP APC_basic Extensin_2 Protamine_P1 PRK08853 PRK12678 				Rep: NAR2.1 - Triticum aestivum (Wheat)		UniRef90_Q5UBW9				CHR04V5|COORD:23800358..23799191|protein component of high affinity nitrate transporter, putative, expressed		LOC_Os04g40410.1		CUST_57514_PI403524517		-2.5819466		-1.3684592		2.5819466		down

		35_22349		0.516397		0.6069007		0.2881775		-0.40460825		-0.057534695		-0.06369448		-1.0515108		-0.2071991		-0.10224724		1.0037832		1.5218635		0.95678854		0.6519413		0.9719634		1.0269213		1.3211884		1.2108216		1.2405939		-0.4132023		0.5844259		0.057534218		-0.6179414		0.2169962		-0.09145975		-0.98688984		-0.8361664		-0.87931585		0.42700624		0.5768986		0.81938267		-0.9955907		-0.9586477		-0.5721631		-1.0426121		-1.0075469		-1.4847798		5.00E-06		CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein		AT2G44710.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned PRK12323 PRK07003 PRK07764 		2.00E-25		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q2QMR0		1.00E-26		CHR12V5|COORD:24940864..24941599|protein expressed protein		LOC_Os12g40330.1		CUST_77960_PI403524517		-2.2244751		-1.1534649		2.2244751		down

		35_8877		-0.046352386		-0.05326748		-0.088199615		-0.11075783		-0.29206276		-0.5972185		-0.10729599		-0.42503357		-0.3366642		0.6534786		0.63876915		0.7457428		0.74990654		0.89678955		1.0082178		1.5293617		1.5628767		1.4590483		1.5500746		-0.14213467		1.4555187		-0.14354038		0.2854023		-0.23287106		-0.15608978		-0.32562733		-0.45610523		0.81601715		0.9145794		0.53602314		-0.08451843		0.09350395		-0.018834114		0.039367676		-0.14010811		0.018834114				CHR4V7|COORD:8884216..8887252| CLA1 (CLOROPLASTOS ALTERADOS 1)		AT4G15560.1		16		0		secondary metabolism.isoprenoids.non-mevalonate pathway.DXS				 no descriptionmoderately similar to ( 269)AT4G15560| Symbols: DEF, CLA, DXS, DXPS2, CLA1 | CLA1 (CLOROPLASTOS ALTERADOS 1) | chr4:8884216-8887252 FORWARDmoderately similar to ( 313)DXS_ORYSAnot assigned not assigned PRK05444 PRK12571 Dxs Transketolase_C COG3958 PRK12315 AcoB PRK09212 PRK11892 				Cluster: 1-deoxy-D-xylulose 5-phosphate synthase 1; n=4; Poaceae|Rep: 1-deoxy-D-xylulose 5-phosphate synthase 1 - Zea mays (Maize)		UniRef90_Q58I00				CHR05V5|COORD:19879969..19873989|protein 1-deoxy-D-xylulose-5-phosphate synthase, chloroplast precursor, putative, expressed		LOC_Os05g33840.1		CUST_30761_PI403524517		-2.3877826		-1.2556715		2.3877826		down

		35_31819		-0.43023062		-0.8808136		-1.2375197		-0.7624893		-1.0923624		-1.3027511		0.7573328		-0.50444555		-0.5232835		0.8678217		0.26549435		0.21689463		0.6435118		0.73275805		0.550405		0.85156727		0.25576496		0.6851001		0.48178673		-1.3594208		-0.79999876		-0.77460575		-1.1116042		-1.2316256		-0.7883792		-0.5010953		-0.9451375		-0.2373147		-0.20209694		0.20209742		0.8965802		1.2679014		1.2053394		1.0952549		0.8110852		0.842577		9.00E-28		CHR2V7|COORD:11783717..11784208| zinc finger (AN1-like) family protein		AT2G27580.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionweakly similar to ( 119)AT2G27580| Symbols:  | zinc finger (AN1-like) family protein | chr2:11783717-11784208 REVERSEweakly similar to ( 107)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1 				Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 6; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat		UniRef90_Q852K5				CHR03V5|COORD:32915847..32913214|protein zinc finger A20 and AN1 domains-containing protein, putative, expressed		LOC_Os03g57890.2		CUST_21124_PI399408534		-2.3413167		-1.2273201		2.3413167		down

		35_11063		-1.0861917		0.30209684		-0.49211407		0.103990555		0.8914194		-0.31582212		0.7722869		-0.1372137		-0.22821426		0.24486399		0.21914196		1.4330273		1.6769218		1.5974045		1.5038309		1.2287588		1.2675867		1.2558041		2.0260963		-0.2157464		1.2927799		-2.049356		0.17276001		-1.4272542		-0.24684954		-1.5691819		-1.6741581		1.7572212		-0.10399103		1.0965662		-0.30069447		-0.5199647		-0.39827108		-1.0723596		-1.348485		-0.5498452				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_38442_PI403524517		-2.2652624		-1.1796781		2.2652624		down

		Contig7938_at		-0.70417595		-0.7881055		-1.4335346		-1.8309331		-1.7846527		-1.1653533		-1.8188062		-1.7827516		-1.2700305		2.1156282		0.15492964		1.5773911		-0.23700523		-0.3206687		0.5699959		-0.04375124		0.043751717		0.19168758		2.184554		1.6967773		2.3891153		1.0084362		1.8662243		0.8016262		1.0841622		1.41858		2.0458136		1.8840647		1.7731729		1.7706766		-0.32700443		-0.33399296		-0.38952446		-0.3867793		-0.6892514		-1.6397829				alpha-glucosidase 1 (AGLU1)		At5g11720.1     		2		0		major CHO metabolism.degradation.starch.starch cleavage				high pI alpha-glucosidase				ALPHA-GLUCOSIDASE PRECURSOR (MALTASE) pir||S65057 alpha-glucosidase (EC 3.2.1.20) - barley gb|AAB02985.1| alpha-glucosidase		Q43763          				protein high pI alpha-glucosidase		Os06g46280		CUST_14114_PI404877155		-3.5995374		-1.8478115		3.5995374		down

		35_21674		-1.8655317		-1.7968483		-0.70474577		-1.7835312		-2.068087		-2.0442622		-2.550032		-2.2329392		-1.196785		-0.5418415		-0.97143745		-0.6483183		-1.0921435		-1.5452418		-0.6539779		-0.35642242		0.2064681		-0.06546068		0.41909027		0.85663414		0.74212074		0.7282114		0.6791811		0.13323736		0.828938		0.68861103		0.7996845		1.1870456		1.3398123		1.00882		0.78717566		0.93536234		0.4688096		0.2019515		-0.08747196		0.06546068		2.00E-22		CHR4V7|COORD:11715988..11719156| early-responsive to dehydration protein-related / ERD protein-related		AT4G22120.1		20		0		stress.abiotic.drought/salt				 no descriptionweakly similar to ( 102)AT4G22120| Symbols:  | early-responsive to dehydration protein-related / ERD protein-related | chr4:11715988-11719156 REVERSEnot assigned 		5.00E-30		Cluster: Putative early-responsive to dehydration stress protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early-responsive to dehydration stre		UniRef90_Q5TKG1		2.00E-31		CHR05V5|COORD:29524910..29533161|protein HYP1, putative, expressed		LOC_Os05g51630.2		CUST_75606_PI403524517		-2.2578223		-1.174932		2.2578223		down

		35_21218		-0.07332039		-0.3152218		-0.2569723		-1.133112		-1.0587521		-0.8870411		-1.6992912		-1.3073282		-1.4844246		0.5781994		0.3859272		0.14621162		0.32434082		0.245368		0.36784172		0.13299179		0.2438631		0.16668892		-0.8661766		-0.34620953		-0.4873867		-0.8500166		-1.0382719		-1.3615971		-1.3310833		-1.5732698		-1.8331976		0.33731747		0.36708546		0.24506664		0.13104057		0.27235317		0.32813644		0.13859272		0.10560417		0.07332039		2.00E-28		CHR5V7|COORD:6814095..6815173| similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)]		AT5G20190.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 113)AT5G20190| Symbols:  | similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058025.1); similar to Tetratricopeptide-like helical [Medicago truncatula] (GB:ABE92034.1); contains InterPro domain Tetratricopeptide region; (InterPro:IPR013026) | chr5:6814095-6815173 FORWARDnot assigned 				Rep: OSIGBa0157K09-H0214G12.11 protein - Oryza sativa (Rice)		UniRef90_Q01HE6				CHR04V5|COORD:25331507..25329282|protein TPR domain protein, putative, expressed		LOC_Os04g43160.1		CUST_73981_PI403524517		-2.2986171		-1.2007662		2.2986171		down

		35_17041		-4.5372553		-4.211846		-4.23224		-5.139978		-5.093921		-4.642863		-3.5907116		-4.5220423		-4.8548684		-3.81524		-3.54206		-3.4859324		-2.1280947		-3.9083538		0.29776192		-3.825077		-3.8470783		-3.8188076		-0.22476578		1.0794497		0.6174545		0.7047987		0.26870632		0.22476578		0.6912632		0.5007763		0.6226244		1.3850336		1.3012505		1.6233549		1.1994972		1.2138643		1.2798615		1.5544147		1.273509		1.340375				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_59767_PI403524517		-2.6702654		-1.4169831		2.6702654		down

		Contig25552_at		-0.66270876		-0.49665213		-0.48846817		-1.7711563		-1.7465134		-1.9847498		-1.7851076		-1.8101811		-1.8990502		0.69140434		0.625473		0.37591934		0.31035757		-0.054989815		0.6410513		0.27515936		0.45505047		0.32190895		0.63735676		0.05499029		0.775177		-0.38709402		-0.2581396		-0.5503249		-0.232975		-0.8399801		-0.9394679		1.0395756		1.2187119		0.8108263		0.787982		0.7217531		0.6529665		0.24495506		-0.14221096		-0.21457481				Rac-like GTP-binding protein (ARAC8)		At3g48040.1     		30.5		0		signalling.G-proteins				Encodes a member of the Rop subfamily of Rho GTPases in Arabidopsis that contains a putative farnesylation motif.  It is localized to the plasma membrane and involved in the negative regulation of ABA signalling.				putative ROP4 protein [Hordeum vulgare subsp. vulgare]		CAD27896.1      				protein Rop family GTPase ROP4, putative		Os06g12790		CUST_8628_PI404877155		-3.5053217		-1.8095468		3.5053217		down

		35_16305		-1.1979108		-1.1613512		-1.1754317		-0.68247986		-0.7811799		-0.8505745		-1.1451354		-0.7627554		-0.14166212		1.0905981		0.1226511		0.29141283		0.41998863		0.6343765		0.030605316		0.104752064		0.4149537		0.5055251		-1.1191759		-1.627815		-1.6298366		-0.55684423		-0.5809126		-1.1527243		-0.08488178		-0.12813759		-0.030605316		1.3219762		1.2215691		0.9298916		1.66113		1.5553689		1.8668671		0.8546696		0.6857095		0.52257776				CHR2V7|COORD:11609030..11614092| AAO3 (ABSCISIC ALDEHYDE OXIDASE 3)		AT2G27150.1		17		0		hormone metabolism.abscisic acid.synthesis-degradation				 no descriptionmoderately similar to ( 464)AT1G04580| Symbols: ATAO-4, ATAO2, AAO4 | AAO4 (ALDEHYDE OXIDASE 4); aldehyde oxidase | chr1:1252211-1257509 REVERSEhighly similar to ( 638)ALDO2_ORYSAnot assigned not assigned Ald_Xan_dh_C2 XdhB CoxL PRK09970 PRK09800 PRK12323 				Rep: Aldehyde oxidase-2 - Zea mays (Maize)		UniRef90_O23888				CHR03V5|COORD:32825391..32818299|protein aldehyde oxidase 1, putative, expressed		LOC_Os03g57690.1		CUST_6933_PI399408534		-2.4271455		-1.2792605		2.4271455		down

		35_27283		-0.5010042		-0.48902512		-0.2275219		-0.972527		-0.9885459		-1.0615497		-1.3228316		-1.3525901		-1.2368689		0.869174		0.8113136		0.8745985		0.75715256		0.68955326		0.6539583		0.5814228		0.6105499		0.583807		-0.89888144		-0.27404404		-0.70838785		-0.8061123		-0.9607825		-1.3853574		-1.2562666		-1.1617179		-1.0966878		0.4402256		0.53690434		0.5127239		0.2993574		0.49485016		0.51697826		0.32884598		0.2581072		0.22752094		1.00E-30		CHR1V7|COORD:12660609..12663531| monosaccharide transporter, putative		AT1G34580.1		34.2		0		transporter.sugars				 no descriptionvery weakly similar to (90.9)AT1G11260| Symbols: STP1 | STP1 (SUGAR TRANSPORTER 1); carbohydrate transporter/ sugar porter | chr1:3777460-3780133 FORWARDvery weakly similar to (90.1)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned Sugar_tr xylE 		1.40E-45		Rep: H0505F09.2 protein - Oryza sativa (Rice)		UniRef90_Q01JT9				CHR04V5|COORD:22375035..22376766|protein sugar transport protein 5, putative		LOC_Os04g37970.1		CUST_95462_PI403524517		-3.074696		-1.6204438		3.074696		down

		35_21480		-0.28650284		-0.2127757		-0.044667244		-0.58405733		-0.9016824		-0.83814764		-0.57927084		-0.6151705		-0.57823753		0.8039808		0.5954671		1.1432371		0.49840546		0.17822981		0.3459258		0.6321206		0.5959449		0.40883636		1.8831449		0.42647266		1.9318814		-0.36246157		-0.3308978		-1.1290717		-0.034478188		-0.22405338		-0.27768183		1.3861952		0.9278989		0.78562355		0.15080118		0.018829823		0.3449335		-0.018829823		-0.5909934		-1.0626688		1.00E-10		CHR1V7|COORD:11399903..11405702| actin binding		AT1G31810.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 TT_ORF1 Drf_FH1 Atrophin-1 FAP Rubella_Capsid 		2.00E-20		Cluster: Hypothetical protein P0686C03.141; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686C03.141 - Oryza sativa (japonica cultivar		UniRef90_Q7EZ85		6.00E-24		CHR09V5|COORD:19320884..19322717|protein hypothetical protein		LOC_Os09g32350.1		CUST_74922_PI403524517		-2.1341016		-1.0936289		2.1341016		down

		35_15934		-1.0414944		-0.2951393		-1.0358725		-1.2291355		-0.992918		-1.1837645		-1.076396		-1.2965384		-1.1470022		0.18860626		-0.059555054		-1.0214119		0.1999712		0.23765278		0.28946018		3.2096834		3.26396		3.2380629		1.8169384		-0.41762543		1.420826		-0.6057234		0.45586014		-1.1383162		-0.52746487		-0.6757517		-0.048487663		1.1165695		1.9924583		-1.2533312		0.1604538		0.04848671		0.18056965		0.567194		0.70637226		0.6219168				CHR1V7|COORD:30388726..30390248| WRKY40 (WRKY DNA-binding protein 40); transcription factor		AT1G80840.1		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				 no descriptionweakly similar to ( 161)AT1G80840| Symbols: ATWRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein 40); transcription factor | chr1:30388726-30390248 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WRKY PRK12678 DUF566 PRK07764 KAR9 PRK12323 APC_basic PRK07003 AF-4 PRK09169 DUF1509 				Rep: WRKY transcription factor - Hordeum vulgare (Barley)		UniRef90_Q6QHF4				CHR02V5|COORD:4542759..4544980|protein OsWRKY71 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os02g08440.1		CUST_4979_PI399408534		-4.2688704		-2.0938544		4.2688704		down

		Contig20294_at		-0.51797247		-0.37710333		-0.2572174		-0.6019969		-0.998333		-0.92082405		-0.46439505		-0.9993372		-1.174254		0.5046363		0.3286991		0.8257451		-0.047955513		-0.015752792		0.27667618		0.9058852		1.0547132		1.02667		0.68742895		-0.008896828		0.72729635		0.008897305		-0.24396753		-0.62800217		0.38425875		-0.36111832		0.23445654		0.5023651		0.5838556		0.36445713		1.0244102		0.40383768		0.3209734		-0.40419722		-0.3551669		-0.38038397		2.00E-32		sugar transporter, putative		At1g77210.1     		34.2		0		transporter.sugars				sugar transporter, putative, similar to monosaccharide transporter PaMst-1 (Picea abies) GI:2258137, sugar carrier protein GI:169735 from (Ricinus communis), glucose transporter (Saccharum hybrid cultivar H65-7052) GI:347855; contains Pfam profile PF00083		4.00E-31		monosaccharide transporter [Glycine max]		CAD91336.1      				protein probable monosaccharide transport protein T14N5.7 - Arabidopsis thaliana		Os09g15330		CUST_6896_PI404877155		-2.3639417		-1.2411945		2.3639417		down

		35_18932		-2.2752085		-1.9161892		-2.2697043		-1.8360176		-1.8143678		-1.7364259		-1.0661545		-1.1267433		-1.203649		-0.26314783		0.24441814		0.23674202		0.53098536		0.48519754		0.4043622		1.3789406		1.4851112		1.445385		-1.8025475		-1.6403913		-1.6560993		-1.355073		-0.6650982		-1.3323002		-0.34199524		-0.2367425		0.28844213		0.71429634		0.87851524		0.74370813		1.1935968		1.3864851		1.3299017		1.4596567		1.3083982		1.102788		1.00E-36		CHR5V7|COORD:4272387..4274464| RAP2.6L (related to AP2 6L); DNA binding / transcription factor		AT5G13330.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionweakly similar to ( 118)AT5G13330| Symbols: RAP2.6L | RAP2.6L (related to AP2 6L); DNA binding / transcription factor | chr5:4272387-4274464 FORWARDvery weakly similar to (83.2)ERF1_ORYSAnot assigned not assigned AP2 AP2 AP2 Tymo_45kd_70kd KAR9 HPC2 				Cluster: OSJNBa0039C07.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039C07.10 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XLG6				CHR04V5|COORD:19464267..19467843|protein DNA binding protein, putative, expressed		LOC_Os04g32620.1		CUST_30696_PI399408534		-5.1149397		-2.3547173		5.1149397		down

		35_5441		-0.6921468		-1.8144608		-1.0002084		-1.4160881		-1.3609324		-1.4449639		-0.8873396		-0.87759304		-1.0324798		0.86297894		0.16750526		-0.15842628		0.30278015		0.056629658		0.59360504		-0.047926903		-0.08297777		-0.061888695		0.02343893		-0.6109271		0.07722378		0.73078156		0.39339304		0.3568139		0.704154		0.6900263		0.43337154		0.0706954		0.14609098		-0.02343893		0.3818903		0.17793989		0.41234112		-0.03514242		-0.09234381		-0.13092947				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_18796_PI403524517		-2.550789		-1.3509436		2.550789		down

		35_23690		-1.0480862		-1.9723616		-1.163794		-2.0986652		-2.3704314		-2.3144765		-2.0562015		-2.0389447		-2.084447		0.90557194		0.8178787		0.63206005		0.40547466		0.22090149		0.48454523		0.73577356		0.65792465		0.9024868		-0.9835582		-0.27076244		-0.91139317		-0.35383415		-0.83457994		-0.88543177		-0.22090197		-0.41205502		-0.46701765		0.71164036		1.2867298		0.86947346		1.2765789		1.1612682		1.3163071		1.1332779		0.950511		0.9994278		2.00E-25		CHR1V7|COORD:19672884..19673989| 2-oxoglutarate-dependent dioxygenase, putative		AT1G52820.1		17		0		hormone metabolism.gibberelin.synthesis-degradation.GA20 oxidase				 no descriptionweakly similar to ( 112)AT1G52820| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:19672884-19673989 FORWARDvery weakly similar to (66.6)GAOX1_ORYSAnot assigned PcbC 2OG-FeII_Oxy 		9.00E-24		Cluster: Putative oxidoreductase; 38288-39393; n=1; Arabidopsis thaliana|Rep: Putative oxidoreductase; 38288-39393 - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_Q9C936		1.40E-45		CHR05V5|COORD:28625318..28622112|protein oxidoreductase, putative, expressed		LOC_Os05g50090.1		CUST_1964_PI399408534		-5.83834		-2.5455582		5.83834		down

		35_9810		-0.82097054		-1.1931896		-0.649673		-1.6028166		-1.8068271		-2.0023904		-0.63718843		-1.161881		-1.5032654		0.59022474		0.33973598		0.3635273		0.56136084		0.13841629		0.50454426		1.4511786		1.5232849		1.5170698		-1.243104		-0.13841581		-0.79369116		-0.95129156		-1.9782534		-1.9779339		-0.67344236		-0.74770164		-0.22577906		0.6053729		0.87097263		0.9957018		1.7407646		1.7349052		1.5494385		1.7010889		1.8531103		1.7527733		2.00E-05		CHR5V7|COORD:1922043..1925279| carboxy-lyase		AT5G06300.1		35.2		0		not assigned.unknown				 no description		1.00E-13		Cluster: Os05g0591600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0591600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DFG8		6.00E-15		CHR05V5|COORD:29386739..29390982|protein carboxy-lyase, putative, expressed		LOC_Os05g51390.2		CUST_34029_PI403524517		-4.1148453		-2.0408382		4.1148453		down

		35_5500		-0.7537298		-0.5028467		-0.76098156		-1.0028505		-0.9659114		-0.83251333		-1.4366078		-1.3246684		-0.9496703		0.3571396		0.43371964		0.6743002		0.4880495		0.6587572		0.43709087		0.8093834		0.8301115		0.7497759		-0.5238786		0.5877199		0.18778324		0.20725822		-0.024014473		0.06795597		-0.07021141		0.02401352		0.23051739		0.25398922		0.36359787		0.47319412		-0.05058956		-0.1492753		-0.15800047		-0.38008165		-0.4306841		-0.4442873				0		0		35.2		0		not assigned.unknown				 no description		5.00E-08		Cluster: Hypothetical protein P0473D02.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0473D02.10 - Oryza sativa (japonica cultivar-g		UniRef90_Q6YZ14		2.00E-09		CHR08V5|COORD:2283046..2287271|protein csAtPR5, putative		LOC_Os08g04590.1		CUST_18985_PI403524517		-2.932258		-1.552012		2.932258		down

		HD13B05r_s_at		-0.18918085		-0.8166323		-0.5903053		-1.3846493		-1.1379719		-1.6017034		-1.4136908		-1.701052		-0.91488934		-1.1212864		3.1637774		-0.75978947		2.5085826		2.2010155		1.2764845		5.551075		5.5599146		5.5986853		-0.8755474		-0.49982738		-0.6201949		-1.3533435		0.95466137		0.74826145		1.0094643		-1.6180618		3.8386211		1.5019016		1.4993215		-0.14746857		0.6433563		0.101350784		0.62460613		-0.06795025		2.3631444		0.067950726				ribonuclease 1 (RNS1)		At2g02990.1     		27		0		RNA.processing.ribonucleases				RIBONUCLEASE 1;S-LIKE RIBONUCLEASE 1;S-LIKE RNASE 1;ribonuclease 1 (RNS1), identical to ribonuclease SP:P42813 Ribonuclease 1 precursor (EC 3.1.27.1) {Arabidopsis thaliana}, GI:561998 from (Arabidopsis thaliana)				S-like RNase [Triticum aestivum]		AAS01727.1      				protein Ribonuclease T2 family		Os08g33710		CUST_16683_PI404877155		-13.432122		-3.7476153		13.432122		down

		35_23835		-0.12486696		-0.034644604		-0.43057132		-0.8840847		-1.9662722		-1.0494642		-1.4998128		0.034644842		0.32485414		1.2321949		0.8421302		1.6039915		1.0289354		1.1793027		1.1546035		0.78585434		1.0323911		1.1927996		-0.21226335		-0.54567814		-0.5322056		-0.82285905		-1.5832962		-0.7445693		-0.16804147		0.5533228		0.16042519		0.6560097		0.8384476		0.6775298		2.401092		-0.9625528		-1.3585572		-0.9369409		2.2221131		-2.211461				0		0		35.2		0		not assigned.unknown				 no description		7.00E-06		Cluster: BRCA1 C Terminus domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: BRCA1 C Terminus domain containing protein, exp		UniRef90_Q10ML5		3.00E-07		CHR07V5|COORD:29349143..29341295|protein BRCA1 C Terminus domain containing protein, expressed		LOC_Os07g49010.1		CUST_83129_PI403524517		-3.346125		-1.7424912		3.346125		down

		35_12613		-0.29845428		-0.050545216		-0.3070879		-0.87078524		-1.0058012		-0.76729774		-0.4407091		-0.7708225		-0.81915474		0.71677065		0.32387495		0.9298692		0.7772641		0.782578		0.76370907		1.4815555		1.5461226		1.507863		-1.098629		-0.13657618		0.70965385		-0.5870447		-1.0896912		-1.6896281		-0.029971123		-0.06044483		-0.038250446		1.0860782		1.2210326		0.5395508		0.15062666		0.5143733		0.22273874		0.029971123		1.3748636		-0.67661715				0		0		35.2		0		not assigned.unknown				 no description		6.00E-06		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10NZ3		2.00E-07		CHR03V5|COORD:8087434..8085393|protein expressed protein		LOC_Os03g14880.1		CUST_43952_PI403524517		-2.9759758		-1.5733628		2.9759758		down

		35_15043		-0.39803505		-0.33371067		-0.12882423		-0.71070385		-0.290967		-0.6999116		-0.6786938		-0.8294587		-0.37645817		0.15844631		0.20259094		-0.07274151		0.3573494		0.6543875		0.941123		1.5057831		1.5269966		1.5695105		-0.4427824		-0.04125786		-0.09716511		0.03474903		0.030961037		0.030961037		0.05329132		-0.08582306		-0.017594337		-0.037716866		0.25028133		-0.0023002625		0.19014263		0.029075623		0.22883892		-0.011011124		0.029423714		0.0022993088				CHR5V7|COORD:22835480..22836670| zinc finger (C3HC4-type RING finger) family protein		AT5G56340.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionweakly similar to ( 178)AT1G55530| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:20733138-20734193 REVERSEvery weakly similar to (57.4)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 RING DUF1777 COG5540 HRD1 RING zf-C3HC4 				Cluster: Hypothetical protein OSJNBb0033J23.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0033J23.18 - Oryza sativa (japonica		UniRef90_Q7XZF6				CHR03V5|COORD:33970386..33973182|protein RING finger protein 126, putative, expressed		LOC_Os03g59760.2		CUST_52815_PI403524517		-2.385791		-1.2544677		2.385791		down

		35_6287		-0.38905048		-0.17875719		-0.21019793		-0.48309278		-1.049098		-0.9897208		-0.15755033		-0.6623721		-0.46145487		1.1863513		1.0869002		1.4404202		0.9116607		1.0194154		0.7121749		1.0155439		0.67998266		0.9242096		-0.038304806		-0.4145608		0.038304806		-0.5935497		-0.7669225		-1.292294		-0.5952172		-0.8396106		-0.86525774		0.8965831		0.9162159		0.8806124		0.7912588		0.6768975		0.8080802		0.3659296		-0.25691414		1.1289105				0		0		35.2		0		not assigned.unknown				 no description				0		0		6.00E-06		CHR10V5|COORD:19948802..19948495|protein hypothetical protein		LOC_Os10g37870.1		CUST_21662_PI403524517		-2.8410795		-1.5064392		2.8410795		down

		35_20036		-0.122682095		0.55354404		0.24926662		-0.6760092		0.13935137		-0.7206421		-0.5548253		-0.96047306		-0.44446278		0.8360276		0.7696667		0.7847085		0.11902809		0.36938477		0.47160578		1.0910931		1.1123433		1.2142487		0.7586951		0.779675		0.76815414		-0.43399906		-0.2064395		-0.73927355		-0.11902809		-0.46737814		-0.36119938		1.3788042		1.3691244		0.60710764		-0.3668537		-0.25367022		-0.35699034		-0.43665218		-0.6147194		-0.66481304				CHR3V7|COORD:21847789..21849396| aspartyl protease family protein		AT3G59080.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionmoderately similar to ( 208)AT3G59080| Symbols:  | DNA binding | chr3:21847789-21849396 FORWARDvery weakly similar to (54.7)7SB1_SOYBNBasic 7S globulin precursor - Glycine max (Soybean)not assigned not assigned Asp 				Cluster: Putative chloroplast nucleoid DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplast nucleoid DNA binding protein -		UniRef90_Q6Z6Q8				CHR02V5|COORD:12464398..12466553|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed		LOC_Os02g21040.1		CUST_28337_PI399408534		-2.0475423		-1.0338932		2.0475423		down

		35_1682		0.26077938		1.6530337		0.60080767		-0.7894013		0.34553385		-1.7691877		-1.798742		-2.7053697		-1.2095382		1.5446177		2.1085224		1.7300577		2.6938362		3.258716		3.5079918		4.3687773		4.3517895		4.3677197		1.9510255		-0.44984317		2.2023292		-2.7432466		0.40697432		-1.7402191		-2.2247298		-2.327783		-1.9374574		0.72349215		1.6146402		-1.1559436		-0.26077938		-0.9052119		-0.9548118		-1.4344645		-1.6647053		-0.86940145		2.00E-09		CHR1|COORD:180059..182293| similar to heavy-metal-associated domain-containing protein [Arabidopsis thaliana] (TAIR:At5g23760.1); similar to		AT1G01490.2		35.2		0		not assigned.unknown				 no description		6.00E-12		Rep: Hypothetical protein - Solanum tuberosum (Potato)		UniRef90_Q3HVL0		3.00E-13		CHR10V5|COORD:20373841..20372404|protein metal ion binding protein, putative, expressed		LOC_Os10g38870.1		CUST_6089_PI403524517		-13.040267		-3.7049015		13.040267		down

		35_10423		-1.6075306		-1.3840122		-1.4335938		-1.582241		-1.1942081		-1.4311342		-0.9778328		-1.1489773		-1.1042328		0.5027914		0.5179224		0.58502007		0.5773802		0.6597729		0.7101059		1.2036266		1.194603		1.2023973		-1.5103073		-0.66802406		-1.124753		-1.1023312		-1.324503		-1.4292755		-0.6983013		-0.5349884		-0.5027914		0.79818153		0.9619322		1.0695906		1.092701		1.0866385		1.1042051		0.877203		0.7315483		0.7887373				CHR2V7|COORD:15631332..15633913| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago		AT2G37210.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 303)AT2G37210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago truncatula] (GB:ABE89044.1); contains InterPro domain Conserved hypothetical protein 730; (InterPro:IPR005269) | chr2:15631332-15633913 REVERSELysine_decarbox COG1611 				Cluster: Lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lysine decarboxylase-like protein - Oryza sativa (japonica cultivar		UniRef90_Q5ZC82				CHR01V5|COORD:23285996..23281756|protein carboxy-lyase, putative, expressed		LOC_Os01g40630.1		CUST_36153_PI403524517		-4.326026		-2.1130424		4.326026		down

		35_8678		-1.0025988		-0.62457657		-0.34084463		-0.68736506		-0.5803561		-0.6829524		-0.85434103		-0.8600397		-0.49079514		0.13384295		0.44115686		0.08814573		0.7456527		0.39663935		0.9961281		0.439157		0.43153143		0.42522144		-1.7009912		0.07639885		-0.7965579		-0.28518915		-0.78701544		-0.41749382		-0.094335556		-0.02936697		-0.16352892		0.29803228		-0.5141759		0.02936697		0.4361081		0.7152219		0.444026		0.7304959		0.581192		0.33148956				0		0		35.2		0		not assigned.unknown				 no description		2.00E-24		Cluster: OSJNBa0083D01.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083D01.8 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XVF0		6.00E-26		CHR04V5|COORD:18264737..18256224|protein transposon protein, putative, unclassified		LOC_Os04g30870.1		CUST_30065_PI403524517		-2.1972592		-1.135705		2.1972592		down

		HvHK9		-0.24940777		-0.73894596		-0.8332844		-0.69324684		-0.81213427		-0.99176645		-0.32537222		-0.21678066		-0.45467973		0.66904116		0.82674503		0.19091415		0.20396519		0.30862713		0.3128724		0.65426207		0.78194666		0.84488773		-0.56237364		-0.7976773		-0.6674888		-0.8981066		-1.0177763		-1.316504		-0.47178268		-0.0137553215		0.0137553215		0.11882782		0.42801857		0.6653347		0.66932297		1.0624628		1.0363894		1.0534692		0.15220451		-0.03430128										0																				CUST_224_PI399407379		-2.1783094		-1.1232089		2.1783094		down

		35_23276		0.48275757		0.17022419		0.02002716		-1.8342404		-1.3600307		-1.9798834		-2.7033112		-1.5364833		-1.8932371		0.9458213		0.6824908		0.88116693		0.58438206		0.68154526		0.42796373		0.9167447		0.951529		0.9555898		-0.99679995		0.7101164		-0.46247816		-1.6184583		-1.099783		-2.382411		-1.5756979		-2.1408355		-1.7093616		-0.73433495		0.13231945		-0.020026684		0.5225444		0.8602114		1.0029006		0.39743948		-0.058107853		-0.11844778		7.00E-35		CHR2V7|COORD:9882033..9883583| CYP96A1 (cytochrome P450, family 96, subfamily A, polypeptide 1); oxygen binding		AT2G23180.1		26.1		0		misc.cytochrome P450				 no descriptionweakly similar to ( 143)AT2G23180| Symbols: CYP96A1 | CYP96A1 (cytochrome P450, family 96, subfamily A, polypeptide 1); oxygen binding | chr2:9882033-9883583 FORWARDvery weakly similar to (58.9)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12323 				Cluster: Cytochrome P450 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j		UniRef90_Q10S02				CHR03V5|COORD:2178883..2180761|protein cytochrome P450 86A2, putative, expressed		LOC_Os03g04650.1		CUST_81147_PI403524517		-3.8970406		-1.962379		3.8970406		down

		Contig7937_s_at		-0.2261095		-0.2554493		-0.4035225		-0.8614502		-1.0135698		-0.81643105		-1.0975513		-0.98442554		-0.86198235		0.49154282		0.20855045		1.3975973		-0.017516136		-0.082118034		0.5937042		-0.006526947		0.035316467		0.0065279007		1.6854372		1.2310448		1.7762175		0.8902874		1.5876999		0.750618		0.6166134		0.6188431		1.166748		1.5495205		1.2694197		1.2754002		-0.24376202		-0.09248352		-0.07054329		-0.23388386		-0.47426796		-0.44421482				alpha-glucosidase 1 (AGLU1)		At5g11720.1     		2		0		major CHO metabolism.degradation.starch.starch cleavage				high pI alpha-glucosidase				high pI alpha-glucosidase [Hordeum vulgare]		AAF76254.1      				protein high pI alpha-glucosidase		Os06g46340		CUST_14108_PI404877155		-2.0228603		-1.0163966		2.0228603		down

		35_7835		-0.71828604		-0.6332197		-0.4439597		-0.9940753		0.023501396		-0.55023766		-0.4604683		-0.6405573		-0.68058014		1.246367		1.221726		1.5651689		0.6906972		0.94522953		0.13241243		-0.35450125		-0.023501396		-0.037760258		0.1735053		-0.62129116		0.5390234		-1.7497766		-0.8990607		-1.8513124		-1.1685739		-1.3430324		-0.90796804		0.95244694		0.9051285		1.3467836		0.5762186		0.9716053		0.73593044		0.7496395		0.13051844		0.44376707		3.00E-40		CHR1V7|COORD:1744842..1747426| basic helix-loop-helix (bHLH) family protein		AT1G05805.1		27		0		RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family				 no descriptionweakly similar to ( 147)AT1G05805| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:1744842-1747426 FORWARDnot assigned HLH HLH 				Cluster: Os04g0489600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0489600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JC65				CHR02V5|COORD:23637223..23645665|protein DNA binding protein, putative, expressed		LOC_Os02g39140.1		CUST_26018_PI399408534		-2.2421112		-1.1648579		2.2421112		down

		35_5362		0.62241936		0.31462908		0.5889125		-0.7513833		-0.5079322		-0.7324405		-1.0318584		-1.1660848		-0.693038		1.384748		0.5697713		0.7538514		0.3855586		0.4366641		0.53970766		1.2211871		1.0500269		1.0319257		3.4914703		-0.038960934		2.6201868		-0.57685137		-0.29876614		-0.6562271		0.014623642		-0.3709259		-0.014623165		1.2970195		0.37719297		0.123045444		-0.300416		-0.15892553		-0.2488308		-0.1318922		-0.449203		-0.48671818				CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]		AT1G47480.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 198)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDweakly similar to ( 115)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes COesterase PRK07764 PRK07003 Esterase_lipase PnbA PRK12678 PRK12323 APC_basic 				Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6ZDG5				CHR08V5|COORD:23280057..23278705|protein gibberellin receptor GID1L2, putative, expressed		LOC_Os08g37040.1		CUST_18551_PI403524517		-2.2850826		-1.1922463		2.2850826		down

		Contig19065_at		-0.8494625		-0.84648323		-0.5635309		-0.8277359		-0.7364063		-0.6943369		-0.7184639		-1.1772008		-0.642601		0.74458694		0.8039036		0.6015711		0.7129164		0.7049236		0.58897305		0.52783585		0.5322256		0.52885723		-0.7604952		-0.41643906		-0.5300455		-0.26224422		-0.48601055		-0.6700783		-0.4920025		-0.47852135		-0.08159351		0.3035078		0.3035078		0.43755913		0.34171104		0.23302841		0.3766756		0.25874805		0.08159447		0.30384064		1.00E-41		callose synthase 1 (CALS1) / 1,3-beta-glucan synthase 1		At1g05570.1     		3.6		0		minor CHO metabolism.callose				Putative glucan synthase				Putative glucan synthase [Oryza sativa (japonica cultivar-group)] gb|AAM19120.1| Putative glucan synthase [Oryza sativa (japonica cultivar-g		NP_912480.1     				protein 1,3-beta-glucan synthase component, putative		Os03g03610		CUST_6374_PI404877155		-2.6803958		-1.422446		2.6803958		down

		35_15744		0.6112709		0.79507446		0.6522131		0.29736614		0.36153507		0.3630724		-0.2675419		0.07061386		0.0795784		1.232832		1.3505659		1.2158308		1.3376646		1.2331228		1.1056099		1.9425812		1.934391		2.0595188		-0.4908781		-0.1665864		-0.13378334		-0.30796432		-0.37273788		-0.48695707		-0.4232068		-0.26948118		-0.070614815		0.10238075		-0.11745787		-0.18759966		-1.0116143		-0.9840727		-0.9632058		-1.167439		-1.2346454		-1.498394				CHR3V7|COORD:4737623..4739007| RAP2.2; DNA binding / transcription factor		AT3G14230.2		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionweakly similar to ( 178)AT3G14230| Symbols: RAP2.2 | RAP2.2; DNA binding / transcription factor | chr3:4737623-4739007 REVERSEmoderately similar to ( 462)ERF1_ORYSAnot assigned not assigned not assigned not assigned AP2 AP2 AP2 				Cluster: Ethylene-responsive transcription factor 1; n=2; Oryza sativa|Rep: Ethylene-responsive transcription factor 1 - Oryza sativa (Rice)		UniRef90_Q6K7E6				CHR02V5|COORD:33196815..33193935|protein ethylene response element binding protein, putative, expressed		LOC_Os02g54160.1		CUST_10515_PI399408534		-2.2361124		-1.1609927		2.2361124		down

		35_10412		-1.4622524		-1.0091116		-2.013548		-2.0273995		-2.3009243		-2.064592		-2.303439		-2.834305		-1.2790978		-1.9877431		0.11567259		-0.5121803		-0.40728426		-0.40865898		-0.012360573		3.4708762		3.3249946		3.4835963		0.5274019		0.32264757		0.5228486		0.4995203		0.6310334		0.1856103		0.26709747		0.37233925		1.3920269		2.889398		4.043573		-0.4091549		-0.2612381		0.012360573		0.0856328		-0.07745218		0.17760754		-0.6767421				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_36112_PI403524517		-6.528911		-2.7068424		6.528911		down

		35_47673		-0.9358158		-0.6881876		-0.4982915		-1.9137187		-1.9196155		-2.0985775		-1.766285		-3.1441898		-2.3185346		0.8143072		0.61058426		0.7672267		0.96548223		0.6333189		0.8792758		1.0012088		1.0758615		1.3060021		-0.3027377		0.06686211		-0.06686211		-0.7192278		-0.5936084		-1.1083684		-0.24880934		-0.42977095		-0.8267765		0.5295062		0.46966743		0.10888815		0.37751818		0.24924946		0.6129036		0.77268934		0.08857584		-0.17049885		6.00E-36		CHR4V7|COORD:13763663..13765024| glycosyltransferase family protein		AT4G27570.1		26.2		0		misc.UDP glucosyl and glucoronyl transferases				 no descriptionweakly similar to ( 130)AT4G27570| Symbols:  | glycosyltransferase family protein | chr4:13763663-13765024 REVERSEweakly similar to ( 174)UFOG_PETHYAnthocyanidin 3-O-glucosyltransferase - Petunia hybrida (Petunia)not assigned not assigned UDPGT PRK12323 				Cluster: Flavonol 3-O-glucosyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavonol 3-O-glucosyltransferase, putative, exp		UniRef90_Q2R4X7				CHR11V5|COORD:14998294..14996505|protein anthocyanidin 3-O-glucosyltransferase, putative, expressed		LOC_Os11g26950.1		CUST_171153_PI403524517		-6.033281		-2.5929427		6.033281		down

		35_21486		-0.8082838		-0.5964556		-0.5935621		-0.72456074		-0.4263506		-1.0459623		-0.605567		-0.94615936		-0.7889719		-0.24578762		0.38698673		0.054117203		0.23620224		0.44439125		0.28270245		2.4403553		2.458187		2.4371462		0.79851246		-0.4673977		0.43855762		-0.7137022		-0.074772835		-0.7236824		0.13299751		-0.69434834		0.64183235		0.16157532		0.82695293		-0.35020638		-0.106095314		0.3081932		-0.021302223		0.067708015		0.021303177		0.0374012		5.00E-10		CHR4|COORD:13487712..13489382| GDSL-motif lipase/hydrolase family protein, similar to family II lipase EXL3 (GI:15054386), EXL1 (GI:15054382), EXL2		AT4G26790.2		26.28		0		misc.GDSL-motif lipase				 no descriptionvery weakly similar to (60.1)AT4G26790| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr4:13487865-13489155 FORWARDSGNH_plant_lipase_like 		7.00E-15		Cluster: Anter-specific proline-rich protein APG-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Anter-specific proline-rich protein APG-like - Oryza sat		UniRef90_Q67WG1		4.00E-16		CHR06V5|COORD:25875331..25869107|protein anther-specific proline-rich protein APG, putative, expressed		LOC_Os06g43044.1		CUST_74948_PI403524517		-3.1821887		-1.6700194		3.1821887		down

		35_29540		-1.1940911		-1.7604902		-1.235923		-1.1244617		-1.1720777		-1.5304136		-1.0831528		-0.0979352		-0.43216896		1.1048732		0.9127712		0.8145237		0.059942245		0.010066032		0		-0.1918397		-0.06552839		-0.11983538		-2.1941428		2.1012397		-0.44544792		-0.5715344		-0.805603		0.08879852		0.116974354		0.35095358		0.2668357		1.015491		1.3097792		1.2209306		0		0.5781431		0.45689774		0.1640358		0.43962717		-0.6311102						0		35.2		0		not assigned.unknown				 no description				0		0		9.00E-05		CHR09V5|COORD:12453424..12459995|protein strictosidine synthase 3 precursor, putative, expressed		LOC_Os09g20684.1		CUST_103603_PI403524517		-2.550238		-1.3506318		2.550238		down

		HvHK14		0.3957243		0.16263914		0.5684695		-0.8795953		-0.5210681		-0.8788228		-0.69144297		-1.0208077		-0.9418578		1.3189173		0.53222847		0.67026234		0.288548		0.40307903		0.63773155		1.0803909		1.0512233		1.0033731		3.393629		-0.1294756		2.5017338		-0.7357297		-0.2925248		-0.6970806		0.021211147		-0.4110527		-0.02121067		1.1237755		0.38535595		0.103877544		-0.2397809		-0.29720163		-0.3457017		-0.24072933		-0.5425577		-0.7743759										0																				CUST_359_PI399407379		-2.296073		-1.1991684		2.296073		down

		35_33348		-1.1186514		-0.6136131		-0.6734438		-1.6223493		-1.210506		-1.3169827		-1.2193766		-1.4567719		-1.1070476		-0.6106863		-0.011481285		-0.7467747		-0.23982143		0.2554083		0.37918854		1.6778421		1.6910467		1.6748223		0.058301926		0.18163347		0.41432047		0.106033325		0.4284091		0.013037682		0.773376		0.41463518		0.56773996		-0.13771963		0.1953497		-0.0500412		0.011481285		-0.12650537		0.089839935		0.07642603		-0.61655855		-0.69927883						0		35.2		0		not assigned.unknown				 no description		3.00E-05		Cluster: Os01g0127700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0127700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JR08		9.00E-07		CHR01V5|COORD:1515047..1518438|protein serine/threonine-protein kinase receptor precursor, putative, expressed		LOC_Os01g03690.1		CUST_117715_PI403524517		-3.033368		-1.6009206		3.033368		down

		35_2551		-0.67247057		-0.40388966		-0.27853775		-0.67168474		-0.33540964		-0.8866019		-0.5786748		-0.9751816		-0.7102108		0.029886246		0.7827482		0.48423243		0.3618002		0.5843878		0.38264942		2.9015017		2.8945723		2.8830013		0.95152855		-0.30781364		0.6554489		-0.59572744		0.0708642		-0.65382576		0.22713614		-0.52500963		0.8092098		0.33608913		1.0956583		-0.17307663		-0.034024715		0.41627216		-0.111102104		-0.041053772		0.08940315		-0.029885769				CHR2V7|COORD:7466238..7467730| peptidoglycan-binding LysM domain-containing protein		AT2G17120.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 205)AT2G17120| Symbols: LYM2 | peptidoglycan-binding LysM domain-containing protein | chr2:7466238-7467730 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPC2 Atrophin-1 PRK07003 PRK12323 DUF1421 APC_basic Herpes_BLLF1 KAR9 PRK07764 Extensin_2 Tymo_45kd_70kd PRK05648 GRASP55_65 AF-4 TT_ORF1 DUF566 Herpes_TAF50 Drf_FH1 PRK08853 PRK12495 BASP1 IER Pneumo_att_G Metaviral_G DUF605 FAP Herpes_UL32 PRK12372 PRK10819 Syndecan ROM1 Coprinus_mating Herpes_gI DUF1752 PRK00708 DUF1509 Treacle PRK08770 MAP65_ASE1 LysM Totivirus_coat LysM PRK11901 DamX 				Cluster: Chitin elicitor binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chitin elicitor binding protein - Oryza sativa (japonica cultivar-gro		UniRef90_Q1ESX3				CHR03V5|COORD:1858017..1860865|protein receptor-like GPI-anchored protein 2, putative, expressed		LOC_Os03g04110.1		CUST_9103_PI403524517		-3.6517918		-1.8686045		3.6517918		down

		Contig6539_s_at		-0.7705221		-0.29779673		-0.43629742		-1.8181887		-1.0716405		-1.4325542		-1.3511424		-1.5171185		-1.0555816		0.80502224		0.97081375		1.3275547		0.55526257		0.96196747		0.6440811		1.800004		1.7305517		1.7743778		0.49751234		-0.26692057		0.3699441		-1.0466952		-1.3309236		-1.519237		-0.94973135		-1.1715984		-0.90527916		1.6587429		2.1049871		1.134922		0.083404064		0.015526772		0.096842766		0.046411037		-0.015526295		-0.3248229				beta-fructosidase, putative / beta-fructofuranosidase, putative		At3g52600.1     		2		0		major CHO metabolism.degradation.sucrose.invertases.cell wall				beta-fructosidase, putative / beta-fructofuranosidase, putative, similar to beta-fructofuranosidase (Daucus carota) GI:18324 or  similar to beta-fructosidase, putative / beta-fructofuranosidase, putative [Arabidopsis thaliana] (TAIR:At2g36190.1); similar				cell wall invertase [Saccharum hybrid cultivar]		AAP59437.1      				protein Glycosyl hydrolases family 32		Os02g33110		CUST_12792_PI404877155		-4.7827177		-2.2578306		4.7827177		down

		35_32978		-0.17603564		-0.24503684		-0.4805944		-1.2817147		-1.3655825		-1.9972682		-2.9004462		-0.5247617		-0.74284697		1.3502293		0.678689		0.7898998		0.543303		0.48014545		0.2533388		0.41720247		1.0458279		0.5700455		-1.333596		-0.0994854		-0.31516767		-0.6297288		0.27052355		-0.65462637		-0.16039538		-0.683902		-0.18891907		1.5884304		1.5383468		0.6831608		0.65612173		0.23204899		0.09948492		0.35712957		0.19009447		-0.44752717						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_116319_PI403524517		-3.3877556		-1.7603298		3.3877556		down

		35_22562		-1.1145176		0.3478415		0.31466007		-0.12323332		-1.1656021		-1.2086004		-1.059137		-0.71815145		-1.1742564		0.05184722		1.995986		1.854044		2.2842817		2.8336282		2.678928		3.9840474		4.099259		4.011357		-1.0983166		-0.5937437		-0.16376948		-1.1540058		0.1833539		0.3003099		1.7722445		-0.46460795		1.3452187		1.0660377		1.021002		-1.0674379		-0.5877776		-0.05184722		0.9905603		-1.0450214		-1.1245494		-1.0734634		2.00E-15		CHR3V7|COORD:828407..829870| CHAT (ACETYL COA:(Z)-3-HEXEN-1-OL ACETYLTRANSFERASE); acetyl CoA:(Z)-3-hexen-1-ol acetyltransferase		AT3G03480.1		20.1		0		stress.biotic				 no descriptionvery weakly similar to (79.0)AT3G03480| Symbols: CHAT | CHAT (ACETYL COA:(Z)-3-HEXEN-1-OL ACETYLTRANSFERASE); acetyl CoA:(Z)-3-hexen-1-ol acetyltransferase | chr3:828407-829870 REVERSETransferase 		1.00E-38		Cluster: Os10g0503300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0503300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0IWK4		6.00E-39		CHR10V5|COORD:18884021..18886719|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed		LOC_Os10g35950.1		CUST_78687_PI403524517		-9.84489		-3.299375		9.84489		down

		35_26367		-1.2244258		-1.2460017		-0.6001997		-1.5274258		-2.4850886		-2.2981458		-1.4773495		-2.2093542		-1.8699689		0.6545806		0.6147289		0.432055		0.48412848		0.34870338		0.8523798		2.0472355		1.9805613		1.86309		-0.9790673		-0.3487029		-0.76324844		-1.8804793		-0.9231391		-1.8557489		-1.2046857		-0.9971819		-0.79982376		0.93047476		1.7864575		0.7845597		1.5344172		1.485815		1.6097307		1.9071493		1.7178617		1.7274938				0		0		35.2		0		not assigned.unknown				 no description		3.00E-07		Cluster: Os07g0683200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0683200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D3J5		2.00E-08		CHR07V5|COORD:28984104..28986339|protein NAC domain-containing protein 18, putative, expressed		LOC_Os07g48450.3		CUST_92205_PI403524517		-6.4558296		-2.6906025		6.4558296		down

		35_4115		0.10105753		0.18254232		-0.09664345		-0.95698357		-1.2091837		-1.0027971		-0.8576274		-0.75400734		-0.8897133		1.0591121		0.96487		1.005105		0.66902447		0.39998817		0.8403115		1.4744449		1.4522629		1.6484299		-0.35318375		0.44590712		-0.15681314		0.04505968		-0.36441517		-0.69987345		0.39671516		-0.030537605		0.030538082		1.0904965		1.3659344		1.1840706		-0.16228056		-0.30809975		-0.06805992		-0.6513128		-0.9430084		-0.40954733				0		0		35.2		0		not assigned.unknown				 no description		2.00E-15		Cluster: Hypothetical protein OJ1004_E02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_E02.13 - Oryza sativa (japonica cultiv		UniRef90_Q75KZ0		1.00E-16		CHR05V5|COORD:23895303..23896554|protein expressed protein		LOC_Os05g40890.2		CUST_14338_PI403524517		-3.1740453		-1.6663227		3.1740453		down

		35_12664		-0.15967607		-0.40082073		-0.2969265		-0.18975449		-0.7665291		-0.48672533		-0.8266983		-0.5163808		-0.49820423		0.9045682		1.0227962		0.6508908		0.705606		0.90242624		0.534822		0.4338789		0.3526783		0.5774679		-1.3168316		-1.0791368		-1.0499024		-0.42849064		-0.7117338		-0.57778025		-0.725348		-0.32684374		-0.56724215		0.15967607		0.22643757		0.47147655		0.525846		0.6077552		0.546258		0.24348211		0.21622562		0.23635674		1.00E-27		CHR2V7|COORD:10670596..10672445| protein phosphatase 2C, putative / PP2C, putative		AT2G25070.1		29.4		0		protein.postranslational modification				 no descriptionweakly similar to ( 119)AT2G25070| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10670596-10672445 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 		2.00E-37		Cluster: Os02g0598800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0598800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DZT9		1.00E-38		CHR02V5|COORD:23379495..23385971|protein protein phosphatase 2C containing protein		LOC_Os02g38690.1		CUST_44134_PI403524517		-2.198191		-1.1363167		2.198191		down

		35_11645		-0.24555922		-0.5674243		-0.39740324		-0.49914885		-0.2705145		-0.6871853		-0.39098024		-0.5089259		-0.6074629		-0.3191204		-0.11173153		-0.6308565		0.84233		0.957222		1.0678921		1.6306286		1.4066257		1.524868		1.6086969		1.0111914		1.5561419		0.3794856		0.94104004		0.111732006		0.3096323		0.14902353		0.44159698		1.0827398		1.54986		1.1067629		-0.2029419		-0.35319042		-0.20764399		-0.21781397		-0.537797		-0.39574766		5.00E-39		CHR2V7|COORD:18449362..18450379| CYCP4;1 (cyclin p4;1); cyclin-dependent protein kinase		AT2G44740.1		31.3		0		cell.cycle				 no descriptionweakly similar to ( 127)AT2G44740| Symbols: CYCP4;1 | CYCP4;1 (cyclin p4;1); cyclin-dependent protein kinase | chr2:18449362-18450379 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cyclin PRK12323 PRK07003 Cyclin_N DUF1509 				Cluster: PREG-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: PREG-like protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z2N6				CHR02V5|COORD:1331397..1333420|protein nuc-1 negative regulatory protein preg, putative, expressed		LOC_Os02g03294.1		CUST_40496_PI403524517		-2.2522776		-1.1713847		2.2522776		down

		35_38706		-0.38779926		-0.34219456		-0.39285183		-0.9343548		-0.43339157		-0.9855943		-0.7097349		-0.7621021		-0.8423152		0.05327797		0.3002243		-0.48984814		-0.25545788		0.44047546		0.82115173		1.1318932		1.0278654		1.0459795		0.27214336		-0.053277016		0.34541893		-0.6762371		-0.2872181		-0.8408313		-0.51689816		-0.6151619		-0.4449749		0.5199213		0.89657116		0.49022007		0.41670036		1.6917934		0.68142796		0.9902859		0.9983244		1.0999804		2.00E-09		CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein		AT1G62760.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned Hin1 PRK12323 		3.00E-24		Cluster: Putative harpin inducing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative harpin inducing protein - Oryza sativa (japonica cultivar-g		UniRef90_Q75LJ9		1.00E-25		CHR03V5|COORD:35079129..35080150|protein harpin-induced protein, putative, expressed		LOC_Os03g62010.1		CUST_138014_PI403524517		-2.1379247		-1.0962111		2.1379247		down

		35_5834		-0.017344475		-0.029328346		0.017344475		-0.21860027		-0.14561272		-0.29554844		-0.8450422		-0.67621326		-0.39075565		0.35560608		0.44770622		0.44569778		0.6995125		0.74123096		0.7969065		0.8716383		0.97884274		1.1022139		0.16795254		0.06728172		0.33067036		-0.1054306		0.17412663		0.048075676		-0.45262814		-0.37124634		-0.3079319		0.22780514		0.43920326		0.32845497		-0.4137087		-0.4271078		-0.4795704		-0.68447113		-0.6996889		-0.52425385				CHR3V7|COORD:9252557..9256063| AFH1 (FORMIN HOMOLOGY 1); actin binding		AT3G25500.1		35		0		not assigned.no ontology.formin homology 2 domain-containing protein				 no descriptionweakly similar to ( 184)AT3G25500| Symbols: FH1, AHF1, AFH1 | AFH1 (FORMIN HOMOLOGY 1); actin binding | chr3:9252557-9256063 REVERSEnot assigned FH2 FH2 				Cluster: Putative FH protein NFH2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative FH protein NFH2 - Oryza sativa (japonica cultivar-group)		UniRef90_Q8S0F0				CHR01V5|COORD:39344800..39340608|protein AFH1, putative, expressed		LOC_Os01g67240.1		CUST_20129_PI403524517		-2.0062413		-1.0044951		2.0062413		down

		35_25512		-0.6820574		-0.7183552		-0.92409945		-1.0163898		-1.3836985		-0.7506013		-0.8159127		-0.9582343		-0.75799847		0.52028275		0.48410892		0.19562054		0.23173046		0.1266079		0.22802448		0.18669891		0.15570259		-0.011694908		-0.121310234		0.6420717		0.19433498		0.17970943		-0.052682877		-0.23624706		0.14731026		0.083496094		0.011695862		0.57797146		0.50813293		0.60548687		-0.042512894		-0.20551395		0.18637848		-0.304389		-0.1806755		-0.6757612		1.00E-09		CHR1V7|COORD:21182902..21184553| hydroxyproline-rich glycoprotein family protein		AT1G56530.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned PRK12323 Atrophin-1 PRK07003 		6.00E-09		Rep: UPI0000618398 UniRef100 entry - Bos Taurus		UniRef90_UPI0000618398		8.00E-10		CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class		LOC_Os09g18490.1		CUST_89181_PI403524517		-2.1809196		-1.1249366		2.1809196		down

		Contig972_x_at		-0.06281662		-0.5100403		-0.41701412		-0.45373344		-0.65279865		-0.6317425		-0.5729675		-0.7024975		-0.7238827		0.2297163		0.06281662		1.204155		0.95545197		1.0960779		1.2177706		0.9476528		0.87435436		0.8748665		2.1984482		-0.73069763		2.059061		-0.32756233		-0.15322208		-0.5729675		-0.6197033		-0.67623997		-0.6294651		-0.34095192		-0.16636658		0.07916927		0.60472393		0.58780193		0.6529913		0.90958595		0.5772505		0.5437527		6.00E-26		lipid transfer protein 4 (LTP4)		At5g59310.1     		11.6		0		lipid metabolism.lipid transfer proteins etc				NONE				Nonspecific lipid-transfer protein 4.1 precursor (LTP 4.1) (CW21) (CW-21) pir||S45371 nonspecific lipid transfer protein Cw-21 precursor - b		Q43767          		1.00E-35		protein Protease inhibitor/seed storage/LTP family, putative		Os11g24070		CUST_15867_PI404877155		-2.5570562		-1.3544838		2.5570562		down

		35_15481		0.26200008		0.8105812		0.59679747		0.011744022		-0.2564082		0.08290911		-0.69971323		-0.21575403		-0.18982935		0.7777209		1.1163006		1.1145387		1.6089115		1.6610975		1.9229617		1.7403169		1.6926193		1.8289838		-0.09752798		-0.011744022		0.5522847		-0.37970686		-0.39011812		-0.8271785		-0.33179474		-0.4980626		-0.40436125		0.5881753		1.0125761		1.2362471		-0.59313774		-0.58634377		-1.0951877		-1.2870178		-1.2305374		-1.608397		1.00E-28		CHR5V7|COORD:9830400..9831563| hypoxia-responsive family protein		AT5G27760.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 123)AT5G27760| Symbols:  | hypoxia-responsive family protein | chr5:9830400-9831563 FORWARD		2.00E-41		Cluster: Os07g0673900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0673900 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D3P8		6.00E-43		CHR07V5|COORD:28482403..28483508|protein hypoxia induced protein conserved region containing protein, expressed		LOC_Os07g47670.2		CUST_54381_PI403524517		-2.7344222		-1.451236		2.7344222		down

		35_4850		0.19882488		0.8105469		0.2802105		0.08231735		1.0169163		0.22542477		0.12210274		-0.14936543		-0.08231735		1.3817663		1.2520494		2.1353855		1.3423557		1.5644312		1.8138571		2.042985		1.919941		1.9932156		2.5303574		-1.220809		2.0790005		-1.3324804		-1.0337229		-1.3413534		-0.29549313		-2.319295		-0.64818287		-0.29852676		-0.64271927		-1.7244925		-2.1962833		-2.5250545		-2.2858849		-3.1784334		-3.1926823		-3.2140956				CHR3V7|COORD:17960481..17962067| GDSL-motif lipase/hydrolase family protein		AT3G48460.1		26.28		0		misc.GDSL-motif lipase				 no descriptionmoderately similar to ( 338)AT3G48460| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr3:17960481-17962067 FORWARDweakly similar to ( 141)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Herpes_BLLF1 Atrophin-1 Triacylglycerol_lipase_like PRK07764 PRK12323 Tymo_45kd_70kd HPC2 AF-4 PRK07003 APC_basic TT_ORF1 DUF1509 PRK05648 DUF566 Extensin_2 Pneumo_att_G Metaviral_G FimV DUF1777 PRK08853 				Cluster: Putative GDSL-like lipase/acylhydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDSL-like lipase/acylhydrolase - Oryza sativa (japon		UniRef90_Q75LC6				CHR03V5|COORD:35445757..35442476|protein esterase precursor, putative, expressed		LOC_Os03g62740.1		CUST_16798_PI403524517		-2.7093093		-1.4379251		2.7093093		down

		35_6215		-1.603014		-1.3920035		-1.6535066		-0.98902416		-0.75791717		-2.0550632		-0.42689228		-0.94868445		-0.6998191		-0.29226542		-0.86426544		-0.074845314		0.72275734		1.1659636		0.8500705		1.6829147		1.4874144		1.3083129		1.2749205		-1.7587585		1.0082974		-0.9359343		-1.0533056		-0.18417859		-0.53892064		0.9076648		0.9859052		-0.7084408		0.42780876		0.074845076		0.52206373		1.3568912		0.14938211		0.81004715		0.37848568		0.37406945				0		0		35.2		0		not assigned.unknown				 no description		3.00E-13		Cluster: Hypothetical protein OJ1743_B12.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1743_B12.36 - Oryza sativa (japonica cultiv		UniRef90_Q6ZGY1		5.00E-10		CHR04V5|COORD:29579135..29582671|protein expressed protein		LOC_Os04g49954.1		CUST_21419_PI403524517		-3.566885		-1.8346647		3.566885		down

		Contig15661_at		-0.8974819		-0.6541128		-0.5468044		-1.1008234		-1.086793		-1.0807114		-1.0591531		-1.0581384		-1.2149067		0.82334805		0.7604904		0.7678547		0.57409763		0.29773808		0.47258377		0.3937359		0.24135685		0.31640625		-0.8914819		-0.24135685		-0.42485237		-0.7147746		-0.73091745		-0.8217478		-0.9101486		-0.9565153		-1.160079		0.71611595		0.6867981		0.65311337		0.5961027		0.67561245		0.7085829		0.377882		0.65531445		0.46910477				Ras-related GTP-binding protein, putative		At4g17530.1     		30.5		0		signalling.G-proteins				Ras-related GTP-binding protein, putative, very strong similarity to RAB1C (Lotus corniculatus var. japonicus) GI:1370166; contains Pfam profile PF00071: Ras family				GTP-binding protein YPTM1 pir||A38202 GTP-binding protein - maize emb|CAA44918.1| yptm1 [Zea mays]		P16976          				protein GTP-binding protein RAB1 - garden petunia		Os05g01490		CUST_4582_PI404877155		-2.7951941		-1.4829485		2.7951941		down

		35_9124		0.02026105		-0.47421813		-0.04637742		-2.2211547		0.9604509		-0.795372		-1.5312526		-2.509743		-1.9723848		0.9858568		1.6005814		1.5138905		1.1876962		1.3724725		2.3093164		1.960624		1.1831977		1.284931		1.6322129		0.48587108		0.44885802		-2.2467117		-2.523245		-2.0117717		0.9683049		-1.8177955		-1.3658097		0.29815078		-0.02026105		-0.34193015		-0.7118325		-0.6043477		-2.5445924		-2.5601091		1.3380992		1.0679734		2.00E-41		CHR1V7|COORD:30388726..30390248| WRKY40 (WRKY DNA-binding protein 40); transcription factor		AT1G80840.1		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				 no descriptionweakly similar to ( 163)AT1G80840| Symbols: ATWRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein 40); transcription factor | chr1:30388726-30390248 FORWARDnot assigned not assigned WRKY 				Rep: WRKY transcription factor 76 - Oryza sativa (Rice)		UniRef90_Q20DP5				CHR09V5|COORD:14976712..14974931|protein OsWRKY76 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os09g25060.1		CUST_15438_PI399408534		-5.4299107		-2.4409285		5.4299107		down

		35_1294		-0.09393406		0.50642776		0.7620125		-0.55272293		-0.09372568		-0.5041423		-1.3428254		-0.7074232		-0.16455078		0.8631749		1.3373613		0.85464096		1.0784845		1.3963604		1.216341		2.803608		2.5688133		2.7710218		1.1712294		0.093725204		1.707861		-0.5257473		0.74312544		-1.0084624		-0.8704853		-0.9330363		-0.46202135		1.0263047		1.8599062		0.3080883		-0.4570651		-0.47022963		-0.7513962		-0.4600606		-0.71628284		-0.81538343				CHR1|COORD:10654869..10658993| similar to CBL-interacting protein kinase 9 (CIPK9) [Arabidopsis thaliana] (TAIR:At1g01140.3); similar to CBL-interacting		AT1G30270.2		29.4		0		protein.postranslational modification				 no descriptionhighly similar to ( 701)AT1G30270| Symbols: SnRK3.23, ATCIPK23, CIPK23, LKS1 | CIPK23 (CBL-INTERACTING PROTEIN KINASE 23); kinase | chr1:10655254-10658508 FORWARDhighly similar to ( 587)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_Srm_Brk PTKc_Fer PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Chk NAF PTKc_Ack_like PTKc_Src_like PTKc_Fes PTKc_Tec_like PTKc_Tec_Rlk PTKc_Syk_like PTKc_Abl PTKc_FAK PTKc_InsR_like PTKc_Jak1_rpt2 PTKc_Csk PTKc_EphR PTKc_Frk_like PTKc_FGFR PTKc_EGFR_like PTKc_Btk_Bmx PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Lyn PTKc_Itk PTKc_FGFR4 PTKc_EphR_B PTKc_EphR_A PTKc_Syk PTKc_FGFR2 PTKc_FGFR1 PTKc_Lck_Blk PTKc_FGFR3 PTKc_Tyro3 PTKc_PDGFR PTKc_Hck PTKc_Ror PTKc_RET PTKc_Axl_like PTKc_EphR_A2 PTK_CCK4 PTKc_Tie1 PTKc_Fyn_Yrk PTKc_Yes PTKc_Src PTKc_EGFR PTKc_Met_Ron PTKc_Tie PTKc_Trk PTKc_Zap-70 PTKc_Tie2 PTKc_Aatyk PTKc_ALK_LTK PTKc_c-ros PTKc_HER2 PTKc_InsR PTKc_HER4 PTK_HER3 PTK_Ryk PTKc_Musk PTKc_TrkC PTKc_TrkB PTKc_IGF-1R PTKc_DDR2 PTKc_DDR PRK12678 PTKc_Ror1 PTKc_Axl PTKc_DDR_like PTKc_EphR_A10 PTKc_Ror2 PTKc_VEGFR PTK_Jak_rpt1 PTKc_TrkA 				Cluster: Putative CBL-interacting protein kinase 23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CBL-interacting protein kinase 23 - Oryza sativa		UniRef90_Q6ZLP5				CHR07V5|COORD:2646166..2641852|protein CIPK-like protein 1, putative, expressed		LOC_Os07g05620.2		CUST_4685_PI403524517		-3.7265856		-1.8978544		3.7265856		down

		35_714		-0.22416973		-0.02631569		0.2792759		-0.8907647		0.02631569		-0.40597868		-1.5349579		-0.98210907		-0.71678925		0.5617542		0.8770232		0.8625541		0.42643595		0.5823288		0.61095667		1.5740442		1.484766		1.54531		0.70583344		0.46964073		1.1332054		-0.7736225		0.11535692		-1.1995134		-0.477324		-0.69076586		-0.32704163		1.2956524		1.2978334		0.9546652		-0.21102667		-0.035633564		-0.51229477		-0.08871174		-0.23981428		-0.24628067				CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein		AT5G45910.1		26.28		0		misc.GDSL-motif lipase				 no descriptionmoderately similar to ( 286)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEweakly similar to ( 177)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Herpes_BLLF1 Triacylglycerol_lipase_like PRK12323 PRK07003 PRK07764 KAR9 Metaviral_G Pneumo_att_G SerH APC_basic AF-4 				Cluster: UCW116, putative lipase; n=1; Hordeum vulgare subsp. vulgare|Rep: UCW116, putative lipase - Hordeum vulgare var. distichum (Two-rowed barley)		UniRef90_A1C0L3				CHR06V5|COORD:2909907..2906281|protein alpha-L-fucosidase 2 precursor, putative, expressed		LOC_Os06g06290.3		CUST_2613_PI403524517		-2.7217197		-1.4445186		2.7217197		down

		35_18793		-1.1362495		-0.5661721		-0.40167284		-0.51603794		-0.623014		-0.5549936		-0.69257975		-0.5335889		-0.43692207		0.5180521		1.2921743		2.372634		0.7363987		0.34882927		0.20240402		1.834301		1.7884321		1.7748966		3.8486023		-0.3567543		4.0128775		-0.31963396		1.2332335		-0.1113019		0.5986576		0.111302376		2.0142078		0.95017624		0.53875256		0.6109457		-0.17437935		-0.417665		-0.21681309		-0.6136279		-1.110899		-0.92520094		1.00E-08		CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase		AT3G24550.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned TT_ORF1 Tymo_45kd_70kd PRK12323 PRK12678 		4.00E-43		Rep: Os04g0619800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JA21		2.00E-44		CHR04V5|COORD:31273689..31275106|protein expressed protein		LOC_Os04g52880.1		CUST_65797_PI403524517		-3.5170662		-1.8143725		3.5170662		down

		35_34078		-0.9431195		-0.37805462		-0.5073776		-1.2940836		-0.5644665		-1.3388214		-0.76102924		-1.0972042		-1.1053925		0.11509609		0.34027767		0.36358833		0.49371338		0.5088892		0.58989334		1.8888149		2.014368		1.8695221		-0.70120907		-0.40204716		-0.52168083		-1.1001511		-0.31226254		-0.98467255		-0.25279808		-0.79163694		0.29578876		0.042536736		0.48517132		-0.016889572		0.18784523		0.1868658		0.44808578		0.016888618		0.06295395		0.11814976						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_120562_PI403524517		-3.4751592		-1.7970791		3.4751592		down

		35_20962		1.7539525		1.9774394		2.18475		1.7896385		1.6242294		2.0233903		1.6756444		2.244391		2.4417157		3.9181585		3.112526		5.12006		2.220099		2.903633		2.4631205		5.070361		4.8314476		5.02903		-2.316483		-3.6459122		-2.3006427		-3.524568		-3.4551935		-3.4566734		-3.5316768		-2.4340458		-3.4807787		-1.624229		-3.5641215		-1.9830992		-3.5983796		-3.5245094		-3.5571928		-3.527457		-3.567371		-3.560374		4.00E-27		CHR4V7|COORD:13819054..13819901| HSP21 (HEAT SHOCK PROTEIN 21)		AT4G27670.1		20		0		stress.abiotic.heat				 no descriptionvery weakly similar to (97.1)AT4G27670| Symbols: HSP21 | HSP21 (HEAT SHOCK PROTEIN 21) | chr4:13819054-13819901 REVERSEweakly similar to ( 105)HS21C_PEASmall heat shock protein, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IbpA HSP20 alpha-crystallin-Hsps PRK12323 PRK07764 PRK07003 TT_ORF1 PRK05648 PRK12678 Atrophin-1 PRK00708 Extensin_2 APC_basic Drf_FH1 				Rep: HSP20 protein - Triticum aestivum (Wheat)		UniRef90_Q2L3S1				CHR05V5|COORD:13121855..13114782|protein retrotransposon protein, putative, unclassified, expressed		LOC_Os05g23140.1		CUST_73105_PI403524517		-3.6901977		-1.8836981		3.6901977		down

		35_18384		-0.2712803		0.16805553		0.08062267		0.026658058		-0.54571486		-0.8199377		-0.48815298		-1.1013846		-0.96419334		1.4147472		1.1591959		2.127161		0.8452883		0.65376854		0.7054939		1.3475657		1.324295		1.3768845		3.3490343		-0.31894493		2.9707031		-1.3230257		0.40122604		-0.74538374		-0.26482296		-1.3694935		-1.5537572		1.2614021		0.9788532		0.6764698		-0.026658058		-0.11513424		-0.27793694		-0.730999		-0.85714626		-0.8626938		6.00E-31		CHR3V7|COORD:16458265..16459663| XTR8 (xyloglucan:xyloglucosyl transferase 8); hydrolase, acting on glycosyl bonds		AT3G44990.1		10.7		0		cell wall.modification				 no descriptionweakly similar to ( 130)AT3G44990| Symbols: ATXTR8, XTR8 | XTR8 (xyloglucan:xyloglucosyl transferase 8); hydrolase, acting on glycosyl bonds | chr3:16458265-16459663 REVERSEvery weakly similar to (70.5)XTH_WHEATProbable xyloglucan endotransglucosylase/hydrolase precursor - Triticum aestivum (Wheat)not assigned GH16_XET XET_C 				Cluster: Putative xyloglucan endo-transglycosylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xyloglucan endo-transglycosylase - Oryza sativa		UniRef90_Q8GVR3				CHR07V5|COORD:17489005..17491332|protein xyloglucan endotransglucosylase/hydrolase protein 32 precursor, putative, expressed		LOC_Os07g29750.1		CUST_64392_PI403524517		-3.1431084		-1.652192		3.1431084		down

		35_5081		-0.40846348		-0.31857586		-0.2310934		-0.51638174		-0.56114435		-0.4824667		-0.29107618		-0.34869814		-0.48601913		0.6535177		0.80011654		0.66645527		0.33996058		0.52321434		0.67044544		1.3152118		1.2883887		1.3041706		-0.35023594		0.011754036		-0.22781229		-0.046791553		-0.24760866		-0.07530308		0.0132107735		0.19897604		0.36428356		0.54262733		0.4480753		0.4655347		0.30049133		0.367733		-0.011753559		-0.07008171		-0.3782792		-0.538352				CHR1V7|COORD:29457716..29462011| transcription factor jumonji (jmjC) domain-containing protein		AT1G78280.1		35		0		not assigned.no ontology.transcription factor jumonji (jmjC) domain-containing protein				 no descriptionmoderately similar to ( 310)AT1G78280| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:29457716-29462011 FORWARD				Cluster: Putative phosphatidylserine receptor long form; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylserine receptor long form - Oryza		UniRef90_Q75LR4				CHR03V5|COORD:15592989..15600352|protein transferase, transferring glycosyl groups, putative, expressed		LOC_Os03g27250.1		CUST_17589_PI403524517		-2.3702586		-1.2450445		2.3702586		down

		Contig25612_at		-0.66561747		-0.6796627		-0.5624976		-0.26857233		-0.25749922		-0.28276014		-0.9440849		-0.44792318		0.016726017		0.84033537		1.0015211		0.7475538		1.6029139		1.8310347		1.8822565		2.3339906		2.0485377		2.232522		-1.1966777		-1.0547135		-0.8714428		-0.016726017		-0.6115842		-0.30208445		0.9060168		0.7570982		1.2207518		-0.25972795		-0.26505327		0.66486216		0.5244241		0.3648324		0.4927578		-0.04866028		0.048387527		-0.11155558				alcohol dehydrogenase (ADH)		At1g77120.1     		5.03		0		fermentation.ADH				alcohol dehydrogenase				truncated alcohol dehydrogenase [Hordeum vulgare subsp. spontaneum]		AAO24249.1      				protein alcohol dehydrogenase 2		Os11g10510		CUST_8644_PI404877155		-4.19323		-2.068062		4.19323		down

		35_22890		-1.1649492		-1.2492766		-0.95374656		-0.34447098		-0.48857546		-1.5481		-1.7344346		-1.3423271		-0.45401		-1.4288921		-1.598151		0.43099737		0.3969288		0.4481082		0.61489487		1.076313		1.345748		1.3766203		1.7115631		-0.62959623		1.4770026		-0.14510632		-0.22711182		-0.3658061		1.3098016		0.3242631		0.44092464		0.4486246		-0.84551525		0.16107655		0.43363857		0.0103292465		0.005469322		0.519578		-0.23534775		-0.005469799		9.00E-10		CHR1V7|COORD:8933926..8935271| zinc finger (B-box type) family protein		AT1G25440.1		27		0		RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family				 no descriptionvery weakly similar to (58.9)AT1G25440| Symbols:  | zinc finger (B-box type) family protein | chr1:8933926-8935271 REVERSECCT 		1.00E-09		Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q5Z6R0		5.00E-11		CHR06V5|COORD:8703832..8705950|protein zinc finger protein CONSTANS-LIKE 16, putative, expressed		LOC_Os06g15330.1		CUST_11245_PI399408534		-2.5086997		-1.3269397		2.5086997		down

		35_33488		-0.43005896		-0.9324422		-0.09823704		-0.86278534		0.22909212		-0.037303448		-0.9003506		-1.2494056		0.037303448		2.061534		2.2997103		2.141364		1.4869933		1.6815362		2.0096884		2.287652		1.9624553		2.00633		-1.2295609		0.7177057		0.108894825		-1.9935837		-0.9052105		-2.6057239		-0.7510779		-1.676455		-0.82745457		2.6498718		2.3815932		1.8350463		-0.32918406		0.77735376		-0.772141		0.48068666		-2.3321042		-1.6995971						0		20.1		0		stress.biotic				 no descriptionvery weakly similar to (65.5)XIP1_WHEATXylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)		5.00E-10		Cluster: Xylanase inhibitor protein 1 precursor; n=2; Triticum aestivum|Rep: Xylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)		UniRef90_Q8L5C6		2.00E-07		CHR08V5|COORD:25646518..25645613|protein xylanase inhibitor protein 1 precursor, putative		LOC_Os08g40740.1		CUST_118257_PI403524517		-5.51976		-2.4646056		5.51976		down

		Contig3051_s_at		-0.207695		-0.40088177		-0.37568474		-0.39291763		-0.5810871		-0.36640358		-0.58542156		-0.31799984		-0.44004345		0.092526436		-0.048256874		-0.16557884		1.2288275		1.0992527		1.26299		0.72186756		0.8012514		0.67206573		-0.96048784		-0.44936848		-0.6832342		0.04825592		-0.27313423		-0.08858967		0.074313164		0.14947128		-0.13098526		-0.36424446		0.09742355		0.48002625		0.2583027		0.5074463		0.54712963		0.7201052		0.33798409		0.4151783		7.00E-42		universal stress protein (USP) family protein		At2g47710.1     		20		0		stress.abiotic.unspecified				putative universal stress protein USP1				universal stress protein USP1-like protein [Oryza sativa (japonica cultivar-group)]		BAC16006.1      				protein universal stress protein family		Os07g47620		CUST_9277_PI404877155		-2.0519688		-1.0370089		2.0519688		down

		35_27102		-0.2121706		-0.33903408		-0.36834002		-0.96593523		-0.65462255		-0.48407125		-1.4894834		-0.8632426		-0.78099966		0.07451773		0.5840125		0.5621681		1.1314907		0.8578491		1.1740093		0.8759098		0.94877005		0.7194786		-0.66562986		-0.07451725		-0.1691637		-0.7528987		-0.8891487		-1.0628333		-0.38555336		-0.4755745		-0.57688856		0.8351841		0.8259063		1.2494469		1.4287958		1.4582639		1.5939875		1.1114521		0.9067049		0.8008771				CHR2V7|COORD:16847408..16849217| similar to steroid hormone receptor/ transcription factor [Arabidopsis thaliana] (TAIR:AT3G11030.1); similar to unknown protein		AT2G40320.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 212)AT2G40320| Symbols:  | similar to steroid hormone receptor/ transcription factor [Arabidopsis thaliana] (TAIR:AT3G11030.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO60033.1); similar to Os05g0356700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055293.1); similar to Os03g0817900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051703.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr2:16847408-16849217 FORWARDDUF231 				Cluster: Hypothetical protein OSJNBa0036C12.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036C12.14 - Oryza sativa (japonica		UniRef90_Q5W6Y3				CHR05V5|COORD:16818149..16816424|protein expressed protein		LOC_Os05g28830.1		CUST_94824_PI403524517		-2.7396882		-1.4540117		2.7396882		down

		35_6888		-0.06408024		0.03561163		-0.03561163		-1.8044636		-0.86815786		-1.2216513		-1.8767934		-2.4639049		-1.5588772		1.3428202		1.0791464		0.74947643		0.9854555		0.9104986		0.7987323		-0.041562557		0.6026635		0.6886864		-0.58596563		-0.29716396		-0.33413696		-1.0179873		-0.96626306		-0.854609		-0.797976		-1.073869		-2.0939827		0.2822175		0.7428274		1.0419316		2.115262		1.0166721		0.8848953		0.7797408		0.6240344		0.57790565		8.00E-20		CHR1V7|COORD:21374716..21377525| protein kinase family protein		AT1G57700.1		29.4		0		protein.postranslational modification				 no descriptionvery weakly similar to (94.7)AT1G57700| Symbols:  | protein kinase family protein | chr1:21374716-21377525 FORWARD				Cluster: Putative CRK1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CRK1 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6YU34				CHR02V5|COORD:21219175..21222862|protein transposon protein, putative, unclassified, expressed		LOC_Os02g35300.3		CUST_23704_PI403524517		-3.696046		-1.8859828		3.696046		down

		35_1207		-0.08563995		-0.48165083		-0.36541128		-0.6303935		-0.38911104		-0.5113125		-0.66238785		-0.39569902		-0.31864357		0.5896797		0.3660431		0.36551905		0.8791151		1.3499899		0.62201977		0.757359		0.6153302		0.8690958		-1.2065082		-0.130054		-0.4942217		0.0019712448		-0.043482304		-0.18893862		-0.06262255		-0.0019717216		0.08850765		0.4015708		1.2252603		1.1435933		0.6569061		0.526248		0.49779224		0.32910395		-0.054175854		-0.23032427				0		0		35.2		0		not assigned.unknown				 no descriptionhighly similar to ( 953)JI60_HORVU60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)RIP 				Rep: 60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)		UniRef90_Q00531		9.00E-43		CHR11V5|COORD:3190193..3191111|protein jasmonate-induced protein, putative		LOC_Os11g06610.1		CUST_4370_PI403524517		-2.20286		-1.1393778		2.20286		down

		Contig13755_at		-0.27634954		-0.15902853		0.022806168		-0.6647296		-0.6663532		-0.92778397		-0.44345045		-0.27459002		-0.5432563		0.5868473		0.48844957		0.29211807		0.58261395		0.6491375		0.6411996		0.8794522		0.8762803		0.832283		-0.43430996		-0.25192833		-0.47348452		-0.4921565		-0.38743877		-0.63293695		-0.33435726		-0.33962345		-0.34822035		0.285213		0.35135746		0.19775343		0.13709974		0.29082775		0.19671392		0.016784668		-0.016784668		0.047593117				lectin protein kinase, putative		At3g53810.1     		30		0		signalling.receptor kinases.misc				putative receptor-like protein kinase				OSJNBa0081C01.17 [Oryza sativa (japonica cultivar-group)] ref|XP_473281.1| OSJNBa0081C01.17 [Oryza sativa (japonica cultivar-group)]		CAD41145.2      				protein Protein kinase domain, putative		Os04g44910		CUST_3304_PI404877155		-2.1207411		-1.0845685		2.1207411		down

		35_46666		-0.934782		-0.85912466		-0.69573164		0.15695333		0.15578985		-0.06811285		0.35493994		0.26408958		-0.65734386		1.1455345		1.0933414		0.74199677		1.2215972		0.6856437		1.4459372		1.4238434		1.0831113		1.0626535		-1.0145693		-0.8982463		-0.7511091		0.51818275		0.57424355		0.14435148		-0.025314331		-0.5308757		-0.07360029		-0.010625839		0.010625839		0.13501835		-0.09818792		-0.24607038		-0.47956562		-0.51370335		-0.8895731		-0.38206053						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_167541_PI403524517		-2.5563922		-1.3541092		2.5563922		down

		35_3656		-1.0662475		-0.9435725		-0.90575266		-1.4923263		-2.3467615		-2.3427694		-2.6690512		-3.105169		-1.5383244		1.0829573		1.0956807		1.1988254		0.32083845		0.0111866		0.5632391		-0.17141294		-0.35266972		-0.34100056		0.015480995		-0.011186123		0.12105799		-0.14417505		-0.42541218		-0.55058		0.40586662		-0.27569103		-0.26956606		1.8526831		1.8041034		1.5888305		0.66273355		0.4833765		0.4966674		0.24258709		0.30627823		0.050457478				CHR2V7|COORD:10341702..10344007| serine carboxypeptidase S28 family protein		AT2G24280.1		29.5		0		protein.degradation				 no descriptionhighly similar to ( 630)AT2G24280| Symbols:  | serine carboxypeptidase S28 family protein | chr2:10341702-10344007 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_S28 Herpes_BLLF1 Atrophin-1 DUF566 KAR9 Pneumo_att_G HPC2 PRK07003 Metaviral_G 				Cluster: Putative prolylcarboxypeptidase isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolylcarboxypeptidase isoform 1 - Oryza sativa		UniRef90_Q67WZ5				CHR06V5|COORD:26460809..26455293|protein lysosomal Pro-X carboxypeptidase precursor, putative, expressed		LOC_Os06g43930.1		CUST_12782_PI403524517		-4.6010327		-2.2019577		4.6010327		down

		35_7553		-0.78732777		-0.57396984		-0.6230526		-0.5977011		-0.69851685		-0.6692047		-0.6856642		-0.8041692		-1.4376636		1.0437965		0.8409138		0.6064682		1.1118402		0.39512634		0.9172926		0.44735527		0.18560505		0.38969994		-1.1161933		-0.1856041		-0.67002964		-0.27140808		-0.9037452		-0.4301529		-0.73327446		-1.1013746		-1.4457364		1.3581886		1.280386		1.4055281		1.3850727		1.4583998		1.5922337		1.5219193		1.6516056		1.5347624		1.00E-05		CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia		AT3G28780.1		35.2		0		not assigned.unknown				 no description		8.00E-25		Cluster: Hypothetical protein P0020C11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.24 - Oryza sativa (japonica cultivar-g		UniRef90_Q6Z7E4		4.00E-26		CHR02V5|COORD:21452475..21452107|protein hypothetical protein		LOC_Os02g35710.1		CUST_26070_PI403524517		-2.6831536		-1.4239297		2.6831536		down

		35_17518		-0.6313052		-0.32933998		-0.462749		-0.85927105		-0.47262335		-0.49451733		-0.63367605		-0.42595816		-0.7859087		-0.107135296		-0.050151348		-0.26910067		0.053631783		0.047455788		0.1326437		1.5644217		1.263525		1.5629673		-0.1118927		0.41551304		0.0881691		0.15934849		0.0011463165		-0.13058233		0.0013713837		0.08193588		0.27304077		0.34094334		0.8000488		-0.06404686		0.122341156		0.14204216		0.11554623		-0.0011463165		-0.33628988		-0.16322184		2.00E-10		CHR4V7|COORD:11691393..11694246| WRKY31 (WRKY DNA-binding protein 31); transcription factor		AT4G22070.1		35.2		0		not assigned.unknown				 no description		2.00E-34		Cluster: WRKY transcription factor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor 1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6IET0		1.00E-29		CHR01V5|COORD:8081174..8083846|protein OsWRKY1v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os01g14440.1		CUST_61388_PI403524517		-2.0457404		-1.032623		2.0457404		down

		35_10278		-0.45056534		-0.37800646		-0.47197008		-0.8126879		-0.7264843		-0.71187353		-1.4937353		-0.7948313		-0.92167234		1.2172899		1.2474804		1.4121284		0.8888235		0.41936207		0.13213205		0.15709686		0.29866982		0.025258064		-0.5414958		-0.025257587		-0.21417141		-0.6065903		-0.45031166		-0.9112463		-0.20967388		-0.2949562		-0.6859417		1.6331816		1.7026434		1.5654898		1.1091223		1.3001909		1.3516216		0.7319517		0.30465746		0.16566372		1.00E-15		CHR3V7|COORD:23025308..23026783| transferase family protein		AT3G62160.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (79.3)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSETransferase 		4.00E-41		Cluster: Hypothetical protein OJ1127_B08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_B08.7 - Oryza sativa (japonica cultivar		UniRef90_Q75L39		2.00E-42		CHR05V5|COORD:2121806..2128296|protein 3-N-debenzoyl-2-deoxytaxol N-benzoyltransferase, putative, expressed		LOC_Os05g04584.1		CUST_35640_PI403524517		-2.6309123		-1.3955631		2.6309123		down

		35_24033		-0.41370463		-0.94347286		-0.415519		-0.9216244		-0.53034496		-0.73134494		-0.50881577		-1.3894014		-0.51857805		0.47239685		0.9885335		0.014258385		0.38747358		0.818768		0.46859026		1.2953181		0.975472		1.1877079		-1.6861892		-0.85371685		-2.6523588		-0.96016335		-0.7135415		0.451375		-1.2034922		-1.3311338		-0.78689265		0.7296901		0.59396505		0.26041222		0.8914213		0.50772715		0.022062302		0.39075136		-0.014258862		0.2860484		7.00E-23		CHR3V7|COORD:7522871..7524042| oxidoreductase		AT3G21360.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (83.2)AT3G21360| Symbols:  | oxidoreductase | chr3:7522871-7524042 FORWARDTauD 				Cluster: Putative Signal peptidase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Signal peptidase I - Oryza sativa (japonica cultivar-group)		UniRef90_Q6YW66				CHR08V5|COORD:17962918..17960560|protein syrP-like protein, putative		LOC_Os08g29510.1		CUST_83840_PI403524517		-2.7176685		-1.4423695		2.7176685		down

		35_17620		0.16079092		0.49225664		0.20795631		-0.39726925		-0.09951162		-0.01295042		-1.7355256		-1.6172509		-0.20764637		0.91447306		1.1947346		1.1829996		0.75505686		0.43652105		0.4040661		0.719635		0.41357136		0.46830988		0.06295729		0.01295042		-0.12569666		0.071288586		-0.42467952		-0.7346966		-0.42585325		-0.81979537		-0.03635502		0.046931744		0.7401309		0.880455		-0.40001965		-0.20227432		-0.46366525		-1.6559994		-0.7426243		-0.33933735				CHR3|COORD:2648518..2650991| serine/threonine protein kinase (PK19), identical to serine/threonine-protein kinase AtPK19 (Ribosomal-protein S6 kinase homolog)		AT3G08720.2		29.4		0		protein.postranslational modification				 no descriptionhighly similar to ( 587)AT3G08720| Symbols: ATS6K2, S6K2, ATPK19, ATPK2 | ATPK19/ATPK2 (ARABIDOPSIS THALIANA SERINE/THREONINE PROTEIN KINASE 19, ARABIDOPSIS THALIANA SERINE/THREONINE PROTEIN KINASE 2); kinase | chr3:2648631-2650413 REVERSEweakly similar to ( 155)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_FAK PTKc_Ack_like PTKc_Tec_Rlk PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_Srm_Brk PTKc_Chk PTKc_Btk_Bmx PTKc_Frk_like PTKc_Fes_like PTKc_EGFR_like PTKc_Syk_like PTKc_EphR PTKc_Csk PTKc_InsR_like PTKc_Fer PTKc_Lck_Blk PTKc_Itk PTKc_Src PTKc_Fes PTKc_Tyk2_rpt2 PTKc_Trk PTKc_PDGFR PTKc_Abl PTKc_Fyn_Yrk PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A PTKc_Tyro3 NB-ARC PTKc_Lyn PTKc_EphR_B PTKc_Syk PTKc_Yes PTKc_HER4 PTKc_Zap-70 PTKc_Hck PTKc_c-ros PTKc_FGFR PTK_CCK4 PTKc_Jak1_rpt2 PTKc_EGFR PTKc_Ror PTKc_RET PTKc_VEGFR2 PTKc_VEGFR PTKc_Tie1 PTKc_TrkA PTKc_Tie2 PTKc_FGFR2 PTKc_Axl_like PTKc_ALK_LTK PTKc_Tie PTKc_TrkB PTKc_CSF-1R PTKc_EphR_A2 PTKc_TrkC PTK_Ryk PTKc_HER2 PTKc_Met_Ron S_TK_X PTKc_FGFR4 PTKc_Ror1 PTKc_EphR_A10 PTKc_VEGFR3 PTKc_Aatyk PTKc_FGFR1 PTKc_Musk PTKc_Axl PTKc_Kit PTKc_PDGFR_alpha PTKc_FGFR3 PTK_HER3 PTKc_Aatyk2 PTKc_PDGFR_beta Pkinase_C PTKc_DDR_like 				Cluster: Putative pp70 ribosomal protein S6 kinase; n=1; Avena sativa|Rep: Putative pp70 ribosomal protein S6 kinase - Avena sativa (Oat)		UniRef90_Q43380				CHR03V5|COORD:12323174..12319013|protein serine/threonine-protein kinase AtPK19, putative, expressed		LOC_Os03g21620.1		CUST_61747_PI403524517		-2.1105413		-1.0776131		2.1105413		down

		35_13543		-0.12429309		-0.94435334		-0.07348871		-0.01220274		0.2773819		-0.12387538		-0.93322396		-0.82922554		-0.10711026		1.2750883		1.8453245		1.092598		1.1961708		1.5748334		0.9902687		1.1529946		1.028193		1.4707928		-1.3895614		-0.7253194		-1.414999		-0.21466088		-0.20740032		-0.87464		0.47186184		0.7851405		0.64680624		0.0644145		-0.54779553		-0.5883739		0.01220274		-0.235708		-1.3681703		1.6331263		0.29503775		1.8830752		3.00E-05		CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore		AT2G45000.1		35.2		0		not assigned.unknown				 no description		3.00E-16		Cluster: AAA ATPase containing von Willebrand factor type A (VWA) domain-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: AAA ATPase containing vo		UniRef90_Q6ESZ0		2.00E-17		CHR02V5|COORD:20146585..20148253|protein NF-180, putative, expressed		LOC_Os02g33780.1		CUST_47305_PI403524517		-3.0540833		-1.6107395		3.0540833		down

		35_17498		-0.019203663		-0.16313696		0.1830988		-0.6955185		-0.6139288		-1.0293651		-0.80273914		-1.3439875		-0.70795727		0.7409229		0.065181255		0.59255314		0.80681324		0.6354828		0.3734231		0.5987563		1.000525		0.88613033		-0.22982597		0.098248005		-0.26390934		-1.4588804		-0.42936325		-0.9336009		-0.7734871		-0.5791092		-1.1606116		-0.5761986		-0.19610023		0.019203663		0.42676878		0.54441595		1.0010171		1.2246399		0.6609793		0.7598648		4.20E-45		CHR5V7|COORD:2358419..2359254| CYCP4;3 (cyclin p4;3); cyclin-dependent protein kinase		AT5G07450.1		31.3		0		cell.cycle				 no descriptionweakly similar to ( 152)AT5G07450| Symbols: CYCP4;3 | CYCP4;3 (cyclin p4;3); cyclin-dependent protein kinase | chr5:2358419-2359254 REVERSEnot assigned Cyclin 				Cluster: OSJNBb0038F03.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.8 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XN03				CHR04V5|COORD:27035010..27032723|protein nuc-1 negative regulatory protein preg, putative, expressed		LOC_Os04g46000.1		CUST_61320_PI403524517		-2.3138266		-1.2102807		2.3138266		down

		35_9818		-0.8065357		-0.5624871		-0.92193794		-1.195682		-0.95640326		-1.159688		-1.6680837		-0.94893837		-1.10748		0.23206568		0.2215848		-0.093346596		0.14784288		0.18892336		0.3432169		-0.5357189		-0.3530202		-0.011602402		-0.8022356		0.31553984		-0.5054965		-0.05779648		-0.49119234		0.011602879		0.19424105		0.10775566		-0.055437088		0.3266678		0.63866854		0.6284132		1.0656033		1.0303006		1.0415969		0.7964616		0.7578516		1.0116944		3.00E-11		CHR1V7|COORD:11593039..11595711| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G30380.1); similar to Os01g0689800 [Oryza sativa (japonica		AT1G32190.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (65.5)AT1G32190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24320.1); similar to Os08g0161500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061050.1); similar to C (GB:BAD82560.1); similar to Os02g0796600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048390.1); contains domain no description (G3D.3.40.50.1820); contains domain UNCHARACTERIZED (PTHR12277:SF8); contains domain UNCHARACTERIZED (PTHR12277); contains domain alpha/beta-Hydrolases (SSF53474) | chr1:11593039-11595461 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Keratin_B2 Glutenin_hmw 		1.00E-18		Cluster: PREDICTED: similar to keratin associated protein 4-12 isoform 4; n=2; Macaca mulatta|Rep: PREDICTED: similar to keratin associated protein 4-12 isoform		UniRef90_UPI0000D9E395		7.00E-16		CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed		LOC_Os09g26999.1		CUST_34057_PI403524517		-2.0732715		-1.0519091		2.0732715		down

		HB26N23r_at		-2.1008835		-1.9240432		-2.1070833		-2.3140802		-1.8215241		-1.9423242		-1.0189137		-1.1227345		-1.2669697		-0.32460165		0.24920034		0.16045666		0.50048685		0.46278143		0.33695602		1.379354		1.6531157		1.4287448		-1.8201132		-1.6649394		-1.847404		-1.5990276		-0.71699		-1.3050208		-0.36220837		-0.16045666		0.30711555		0.81377363		0.7838898		0.792953		1.2780414		1.4031739		1.3717303		1.6674571		1.3566146		1.3248181		3.00E-06		AP2 domain-containing transcription factor family protein		At5g13330.1     		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				NONE		7.00E-12		OSJNBa0039C07.10 [Oryza sativa (japonica cultivar-group)] ref|XP_472341.1| OSJNBa0039C07.10 [Oryza sativa (japonica cultivar-group)]		CAE05154.2      		2.00E-13		protein AP2 domain, putative		Os04g32620		CUST_16599_PI404877155		-5.223459		-2.3850055		5.223459		down

		Contig13821_at		-1.0167303		-0.86248493		-0.65517664		-1.4323089		-0.5848646		-1.0512867		-1.1490684		-1.6417778		-0.6706538		0.20449686		0.4853735		0.4070239		0.6940079		1.0054326		0.7738638		2.436308		2.508934		2.390017		-0.70656204		-0.33861876		-0.93113136		-1.0528369		-1.0103121		-1.0476356		-0.08439064		-0.13031673		-0.07606745		0.15777016		1.6341867		0.14939213		0.1473422		0.4635892		0.07606745		0.15457344		0.30146646		0.31391048				leucine-rich repeat family protein / protein kinase family protein		At5g25930.1     		30		0		signalling.receptor kinases.leucine rich repeat XI				NONE				putative receptor-like kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB91929.1| putative receptor-like kinase [Oryza sativa (japonica		NP_916044.1     				protein Leucine Rich Repeat, putative		Os05g44770		CUST_3366_PI404877155		-4.6552787		-2.2188675		4.6552787		down

		35_2553		-0.76793194		-0.52046204		-0.40635395		-0.6453829		-0.37317467		-0.78522015		-0.5035229		-0.9035845		-0.75849247		-0.07564831		0.44933987		0.27834606		0.17523861		0.33541584		0.29680252		2.3828688		2.4603243		2.3814688		0.97461224		-0.37025166		0.5152931		-0.65351295		0.014998436		-0.6104202		0.19815159		-0.6543398		0.67554474		0.2607584		0.81314564		-0.3319893		-0.050955772		0.41164684		-0.014998436		0.17247391		0.056253433		-0.01666832				0		0		35.2		0		not assigned.unknown				 no description		3.00E-16		Cluster: Chitin elicitor binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chitin elicitor binding protein - Oryza sativa (japonica cultivar-gro		UniRef90_Q1ESX3		2.00E-20		CHR03V5|COORD:1858017..1860865|protein receptor-like GPI-anchored protein 2, putative, expressed		LOC_Os03g04110.2		CUST_9109_PI403524517		-3.0193825		-1.5942535		3.0193825		down

		35_22667		-1.703795		-1.3110342		-1.3724246		-1.7973089		-1.4222822		-2.0687103		-1.4201083		-1.3468876		-1.1888366		-1.3095665		-1.0188899		-0.91519356		-0.62047434		-0.6620164		0.29526472		0.23302841		0.43271875		0.41786337		0.22568083		0.28172064		-0.22568035		0.6617689		0.2965603		0.7257662		1.319128		1.1668091		0.93747425		-1.1344857		-0.95714283		-0.6770625		0.90853786		0.6064863		0.8308716		0.99422264		0.7287693		0.63579273				0		0		35.2		0		not assigned.unknown				 no description		3.00E-09		Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10N23		1.00E-10		CHR03V5|COORD:9807199..9807949|protein hypothetical protein		LOC_Os03g17670.1		CUST_79023_PI403524517		-2.2421806		-1.1649024		2.2421806		down

		35_1870		0.5529938		0.56050014		0.5732012		0.4436636		-0.0485487		0.5748787		-1.686554		-0.016496658		0.052204132		0.36188316		0.8499727		0.84726906		1.9941864		1.8697338		2.1606827		1.5178823		1.439889		1.53827		-1.6338034		-0.89232063		-0.3943777		-0.2953596		-0.41799068		-0.701663		-1.1824856		-1.1374168		-1.2664251		0.016496658		0.4112625		1.1566563		-1.8513536		-1.6824808		-1.7743139		-1.8750496		-2.1798162		-2.0550423				CHR5V7|COORD:19414811..19418994| RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D)		AT5G47910.1		20		0		stress.biotic.respiratory burst				 no descriptionhighly similar to ( 912)AT5G47910| Symbols: ATRBOHD, RBOHD | RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D) | chr5:19414811-19418994 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NADPH_Ox NAD_binding_6 FAD_binding_8 Ferric_reduct COG4097 Herpes_BLLF1 PRK07003 APC_basic PRK07764 PRK12323 				Cluster: Respiratory burst oxidase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Respiratory burst oxidase,		UniRef90_Q2QP56				CHR12V5|COORD:21614670..21620117|protein respiratory burst oxidase, putative, expressed		LOC_Os12g35610.1		CUST_6736_PI403524517		-2.4384966		-1.2859919		2.4384966		down

		35_91		-0.042632103		-0.46776962		-0.4172306		-0.5112848		-0.6219673		-0.52676964		-0.69563866		-0.6425657		-0.7000809		0.1539669		0.05983925		1.1414108		0.86724377		1.0499039		1.0916691		0.788888		0.73267937		0.8088932		2.0495863		-0.73990345		1.9061728		-0.38382435		-0.2834301		-0.5995312		-0.6178837		-0.7770729		-0.6864519		-0.41435432		-0.18471718		0.04263115		0.48773384		0.49628353		0.6173248		0.83597565		0.46536255		0.4557972		6.00E-26		CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding		AT5G59310.1		11.6		0		lipid metabolism.lipid transfer proteins etc				 no descriptionvery weakly similar to (91.7)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEweakly similar to ( 154)NLT41_HORVUNon-specific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl AAI_LTSS AAI 				Cluster: Nonspecific lipid-transfer protein 4.1 precursor; n=4; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)		UniRef90_Q43767		1.00E-35		CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed		LOC_Os11g24070.1		CUST_347_PI403524517		-2.3913512		-1.257826		2.3913512		down

		35_33834		-3.4441762		-3.5590425		-3.4321141		-2.5764644		-1.7214248		-2.2034225		-3.4715536		-3.3544722		-2.6433272		0.7141385		0.19460869		-0.64085627		1.3657928		1.3722444		-0.32936192		0.6739478		0.46894503		0.7630558		-0.9064889		-0.8444958		-0.4504118		0.3407426		-0.09960508		-0.01008749		0.010087013		0.36282492		0.44636297		-0.6003318		-0.10509968		0.2958107		0.91356754		2.648501		0.84392834		0.7261634		0.7414627		0.6383791						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_119593_PI403524517		-10.876692		-3.443168		10.876692		down

		Contig19105_at		-0.47058964		-1.8387249		-0.75449467		-1.9208579		-1.421195		-2.7917356		-2.6916268		-3.3603873		-1.792248		1.9262943		1.7787485		1.8693218		1.255414		0.6632123		1.0280032		0.072423935		0.40982342		-0.072423935		1.5566711		-0.40941525		1.4852805		-1.9344175		-1.4920528		-1.7749605		-1.641248		-1.1539972		-1.8500993		1.6394534		1.4646635		1.306499		0.98331976		1.0694451		1.126224		0.8244953		0.6572819		-0.408916		5.00E-12		mannitol transporter, putative		At2g16120.1     		34.2		0		transporter.sugars				NONE		2.00E-13		mannitol transporter [Apium graveolens var. dulce]		AAL85876.1      		1.00E-19		protein Sugar transporter		Os12g32760		CUST_6389_PI404877155		-7.3914275		-2.885853		7.3914275		down

		35_23107		-1.4918418		-0.17366886		-1.0428619		0.110122204		0.700953		-0.3314681		0.027825356		-0.1892147		-0.1228261		0.5024276		0.34989738		1.6084919		2.218628		1.9865913		1.9756489		1.7482691		1.8525524		1.734312		2.2373934		-0.65531445		1.3473978		-2.1106825		0.03252411		-2.4059095		-0.107952595		-1.8388004		-1.5685897		1.894906		-0.27110863		1.0070624		0.039729595		-0.35689354		-0.027825832		-0.6132879		-0.53581524		-0.8489351				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_80568_PI403524517		-3.5607963		-1.8321999		3.5607963		down

		35_24027		-2.613143		-2.7435713		-2.6725154		-2.9841475		-3.1224375		-2.6787848		-2.6201496		-2.9436808		-3.2028399		-1.8983617		-1.7483549		-2.2793589		-2.08209		-2.8000317		-0.37126923		-1.6497269		-1.7151747		-1.57869		0.6022396		0.5557003		0.37127018		0.95168114		0.698205		0.86617565		0.7670593		0.98164463		0.9746475		0.62901497		1.8460836		0.5450258		0.8394842		0.8524561		0.63217735		0.75751495		0.72627354		0.7221298		1.00E-22		CHR1V7|COORD:5168608..5169942| SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase		AT1G15000.1		29		0		protein.degradation.serine protease				 no descriptionweakly similar to ( 102)AT1G15000| Symbols: SCPL50 | SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase | chr1:5168608-5169942 FORWARDnot assigned not assigned not assigned not assigned Peptidase_S10 PRK12323 		5.00E-34		Cluster: Putative serine carboxypeptidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase - Oryza sativa (japonica		UniRef90_Q75HY2		3.00E-35		CHR05V5|COORD:28920835..28922577|protein serine carboxypeptidase CPVL precursor, putative, expressed		LOC_Os05g50600.1		CUST_83822_PI403524517		-2.0718398		-1.0509124		2.0718398		down

		35_14518		-0.5002341		-0.38737297		-0.3530984		-0.28425932		-0.6081743		-0.8361788		-0.39256334		-0.855268		-1.0033326		0.46514702		0.9102111		0.13715792		0.84861374		0.9113169		1.4981856		1.2867374		1.359983		1.3903594		-0.638535		-0.6275315		-1.0144596		0.07263994		-0.2800727		-0.21848106		-0.07414341		0.012077808		-0.07044268		-0.024650574		0.49092007		-0.012077332		1.1727581		1.1743975		1.2503018		1.2316709		0.7918081		0.7614708				CHR1V7|COORD:5128586..5129453| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica		AT1G14870.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 201)AT1G14870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047231.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE80519.1); similar to Os03g0830500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051787.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr1:5128586-5129453 REVERSEnot assigned not assigned not assigned not assigned not assigned PLAC8 				Cluster: Putative ORFX; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ORFX - Oryza sativa (japonica cultivar-group)		UniRef90_Q6EP48				CHR02V5|COORD:22307280..22305964|protein expressed protein		LOC_Os02g36940.1		CUST_50897_PI403524517		-2.9458587		-1.5586883		2.9458587		down

		35_22608		-0.621706		-0.4497385		-0.42100525		-1.0820389		-0.98623943		-0.8979988		-1.1719341		-1.0999565		-1.4201622		0.15629196		0.3829813		0.3445835		0.2397337		-0.099313736		0.1324377		0.6288252		0.5737257		0.68924046		-0.7556238		0.30878925		-0.29371452		-0.24468899		-0.6851654		-0.4644966		-0.4683771		-0.74803066		-0.9088774		0.23869228		0.40691185		0.3499632		0.3838339		0.12599373		0.32291794		0.09931469		0.25996685		0.17985535				CHR3V7|COORD:22641744..22645850| HDG1 (HOMEODOMAIN GLABROUS1); DNA binding / transcription factor		AT3G61150.1		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				 no descriptionmoderately similar to ( 209)AT3G61150| Symbols: HDG1 | HDG1 (HOMEODOMAIN GLABROUS1); DNA binding / transcription factor | chr3:22641744-22645850 FORWARD				Rep: OSIGBa0139P06.7 protein - Oryza sativa (Rice)		UniRef90_Q01JP1				CHR04V5|COORD:28387933..28381593|protein homeobox protein OCL1, putative, expressed		LOC_Os04g48070.2		CUST_17595_PI399408534		-2.3691428		-1.2443651		2.3691428		down

		35_16660		-1.4339767		-1.0206747		-1.1303787		-2.873845		-2.7951527		-3.271649		-2.27736		-3.1614213		-2.4642339		0.7280383		0.45996618		1.1095123		0.5595341		0.8246851		0.608829		0.7682719		1.0869236		0.7028961		1.3128643		-1.3399372		0.9906349		-2.5637298		-1.4461122		-2.3472366		-1.6532984		-2.218134		-2.0629206		0.9671593		0.71184635		0.6681404		0.12579823		0.27614784		0.31136942		0.37414742		-0.12579775		-0.24313784		3.00E-28		CHR5V7|COORD:4196646..4197580| ANAC083 (Arabidopsis NAC domain containing protein 83); transcription factor		AT5G13180.1		27		0		RNA.regulation of transcription.NAC domain transcription factor family				 no descriptionweakly similar to ( 111)AT5G13180| Symbols: ANAC083 | ANAC083 (Arabidopsis NAC domain containing protein 83); transcription factor | chr5:4196646-4197580 FORWARDvery weakly similar to (95.5)NAC68_ORYSAnot assigned not assigned NAM 				Cluster: Putative development regulation gene OsNAC4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative development regulation gene OsNAC4 - Oryza sativ		UniRef90_Q6Z1G9				CHR08V5|COORD:26633973..26637501|protein NAC domain-containing protein 68, putative, expressed		LOC_Os08g42400.1		CUST_33350_PI399408534		-8.17272		-3.0308163		8.17272		down

		35_30795		-1.198708		-1.7719011		-1.0255647		-2.813325		-2.5570164		-2.7856803		-1.0540342		-2.1007328		-1.9787235		0.367774		0.08194351		0.070124626		0.25436926		0.16959095		0.44327164		1.0873289		1.1921654		1.1876125		-1.1636753		-0.07012415		-0.48822737		-2.2569518		-2.1037598		-2.0272703		-0.6691952		-0.34643936		-0.25713062		0.67462015		0.973896		1.1505013		2.074008		2.0668554		1.9384317		2.320033		2.471695		2.4764662		7.00E-33		CHR5V7|COORD:1922043..1925279| carboxy-lyase		AT5G06300.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 136)AT5G06300| Symbols:  | carboxy-lyase | chr5:1922043-1925279 REVERSELysine_decarbox COG1611 		7.00E-38		Cluster: Os05g0591600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0591600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DFG8		4.00E-39		CHR05V5|COORD:29386739..29390982|protein carboxy-lyase, putative, expressed		LOC_Os05g51390.2		CUST_108254_PI403524517		-5.502111		-2.4599853		5.502111		down

		35_8314		-0.42672062		0.027843475		-0.027844429		0.24206448		-0.4285612		-0.52806854		-0.435606		-0.7861719		-1.0177536		1.165968		1.04498		0.8522701		1.3529148		1.3472681		1.2983017		2.6729116		2.5209255		2.6099024		2.5461159		0.040772438		2.3356562		-0.12672806		0.4312048		-0.7894974		-0.09700775		-0.24131203		-0.60074806		1.352478		1.497014		0.7412405		-1.1203494		-1.7163782		-1.3410964		-1.9973326		-2.8554697		-2.887549		4.00E-19		CHR5V7|COORD:1557117..1557836| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56360.1); similar to unknown protein [Oryza sativa (japonica		AT5G05250.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (65.9)AT5G05250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56360.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03420.1) | chr5:1557117-1557836 REVERSEnot assigned not assigned not assigned PRK12323 PRK07764 Transformer 				Cluster: Hypothetical protein OSJNBb0016H12.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0016H12.18 - Oryza sativa (japonica		UniRef90_Q84R34				CHR03V5|COORD:30154305..30155477|protein expressed protein		LOC_Os03g52680.1		CUST_28785_PI403524517		-4.0765886		-2.0273623		4.0765886		down

		35_31055		-0.6264701		-0.31098747		-0.96955585		-1.0903759		-1.0909395		-0.87887955		-0.7297063		-0.3022704		-0.61302376		-0.3749385		-0.015852928		-0.24823809		-0.20070267		0.015853405		-0.035792828		2.146134		2.0242972		2.1098027		2.003385		1.1066933		1.8701291		0.6240597		0.8570695		0.72224855		1.1254935		1.3355646		0.6883459		1.2322831		2.7036743		0.5836587		-0.7091408		-0.37534857		-0.20390606		0.11355829		-0.59091043		0.4096384		3.00E-10		CHR5V7|COORD:6841027..6842658| HHP1 (HEPTAHELICAL TRANSMEMBRANE PROTEIN1)		AT5G20270.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (60.8)AT5G20270| Symbols: HHP1 | HHP1 (HEPTAHELICAL TRANSMEMBRANE PROTEIN1) | chr5:6841027-6842658 REVERSEnot assigned HlyIII 		3.00E-13		Cluster: Os06g0652200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0652200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DAH6		1.00E-14		CHR06V5|COORD:26695436..26692490|protein haemolysin-III related family protein, expressed		LOC_Os06g44250.1		CUST_109245_PI403524517		-2.52621		-1.3369746		2.52621		down

		35_31176		-0.6717849		-0.5473399		-0.4062748		-0.7488799		-0.85970736		-0.61942244		-1.1207867		-0.77633667		-0.5492439		0.8187704		0.9096513		0.77343273		0.6797004		0.2882247		0.45511913		0.61876774		0.88122034		0.46327782		0.36642838		-0.35006		-0.3553748		-1.2025499		-1.1445303		-2.1139965		-0.52245855		0.08370924		-0.93721247		0.27197504		0.6228118		0.03482914		0.29533768		0.66510534		0.44079494		-0.034828663		-0.12485981		0.46955967		3.00E-11		CHR1V7|COORD:10208411..10210474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G62330.1); similar to putative growth regulator [Gossypium		AT1G29200.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (63.5)AT1G29200| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G62330.1); similar to putative growth regulator [Gossypium hirsutum] (GB:AAT64033.1); similar to putative growth regulator [Gossypium hirsutum] (GB:AAT64018.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:10208411-10210474 FORWARD		6.00E-24		Cluster: Putative axi 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative axi 1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q5Z5W7		2.00E-25		CHR06V5|COORD:20638707..20634353|protein growth regulator, putative, expressed		LOC_Os06g35410.1		CUST_109709_PI403524517		-2.5565808		-1.3542156		2.5565808		down

		35_42881		-0.06006193		-0.7551737		-0.37295318		-0.6355238		-0.823915		-0.37441015		-0.6414592		-0.9654622		-0.48696685		0.19638109		0.32606888		-0.03180933		0.22279501		0.1776557		0.0026798248		1.5060325		1.1884799		1.3213162		0.06284714		-0.65908337		-0.0026798248		-0.51940584		-0.585485		-0.96516156		0.42633724		0.2777052		0.15899754		0.32306623		0.87005615		0.44304276		0.33083534		0.38288164		0.027606964		-0.31450891		-0.34773397		-1.036747		2.00E-22		CHR4V7|COORD:7010015..7011324| ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase		AT4G11600.1		21		0		redox.ascorbate and glutathione.glutathione				 no descriptionweakly similar to ( 101)AT4G11600| Symbols: PHGPX, LSC803, ATGPX6 | ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase | chr4:7010015-7011324 REVERSEweakly similar to ( 105)GPX4_TOBACProbable phospholipid hydroperoxide glutathione peroxidase - Nicotiana tabacum (Common tobacco)not assigned GSH_Peroxidase BtuE 		4.00E-24		Cluster: Glutathione peroxidase-like protein; n=1; Triticum aestivum|Rep: Glutathione peroxidase-like protein - Triticum aestivum (Wheat)		UniRef90_Q7XYC1		9.00E-24		CHR04V5|COORD:27619599..27621683|protein phospholipid hydroperoxide glutathione peroxidase, putative, expressed		LOC_Os04g46960.2		CUST_153428_PI403524517		-2.1643703		-1.1139474		2.1643703		down

		35_10604		-0.35162735		-0.37461758		-0.18738365		-0.47452402		-0.23343945		-0.48178196		-0.5700846		-0.61255884		-0.38217926		0.5703287		0.48020315		0.3834057		0.2330308		0.28023052		0.048244953		1.3135328		1.5414209		1.3495388		-0.50494194		-0.016588211		-0.3623848		-0.21072388		-0.17013693		-0.2693224		-0.25484657		0.016588211		0.05562401		0.271183		0.45135927		0.20712328		0.28646612		0.11273098		0.3688097		0.11419964		-0.40171432		-0.38333893		8.00E-14		CHR1V7|COORD:25925664..25929037| armadillo/beta-catenin repeat protein-related / U-box domain-containing protein		AT1G68940.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionvery weakly similar to (73.9)AT1G68940| Symbols:  | armadillo/beta-catenin repeat protein-related / U-box domain-containing protein | chr1:25925664-25929037 REVERSE		3.00E-33		Cluster: Armadillo/beta-catenin repeat protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin repeat protein-related-like		UniRef90_Q5VR95		1.00E-34		CHR06V5|COORD:9370952..9367200|protein ubiquitin-protein ligase, putative, expressed		LOC_Os06g16410.1		CUST_36794_PI403524517		-2.1382923		-1.0964592		2.1382923		down

		35_19303		-0.9205265		-0.6942148		-0.5084343		-1.0455914		-0.46689034		-1.0982199		-1.2653847		-1.1756802		-0.99341106		-0.33502007		0.0932045		-0.5733032		-0.17410183		-0.0932045		0.2975006		1.8463497		1.8980541		1.7300911		0.14517975		0.38139534		0.64110947		-0.1479578		0.37517738		-0.3401842		-0.2919407		-0.54783726		-0.24346161		1.0829401		1.4481602		0.49315166		0.30391407		0.7864113		0.5020199		0.66978836		0.25617218		0.31266785		2.00E-30		CHR5V7|COORD:290031..291106| Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana]		AT5G01750.2		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 130)AT5G01750| Symbols:  | Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11740.1); similar to Protein of unknown function DUF567 [Medicago truncatula] (GB:ABE88873.1); contains InterPro domain Protein of unknown function DUF567; (InterPro:IPR007612) | chr5:290031-291106 FORWARDnot assigned not assigned not assigned DUF567 				Cluster: Hypothetical protein OSJNBa0094J08.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.22 - Oryza sativa (japonica		UniRef90_Q84TW5				CHR03V5|COORD:34185146..34184019|protein expressed protein		LOC_Os03g60220.1		CUST_67575_PI403524517		-2.6919625		-1.4286582		2.6919625		down

		35_8938		-1.0767374		-1.2119169		-1.72279		-0.9781933		-1.6096408		-1.5636225		-0.4912901		-0.76030445		-1.0170116		0.2680316		0.056921005		-0.3712883		-0.13019753		-0.22133207		-0.35480213		2.4689078		2.7587886		2.5169601		-0.6113024		-0.42295647		-1.9048162		0.42795897		-0.281147		-0.056921005		0.8585887		0.99337626		1.2134619		0.21868515		0.8064599		0.07536554		1.0390749		0.8660774		0.9733176		0.7060404		0.5161276		0.30799007				0		0		35.2		0		not assigned.unknown				 no description		2.00E-20		Cluster: Hypothetical protein P0552C05.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0552C05.31 - Oryza sativa (japonica cultivar-g		UniRef90_Q943Y2		1.00E-21		CHR01V5|COORD:11375766..11376503|protein expressed protein		LOC_Os01g20030.1		CUST_30969_PI403524517		-3.826284		-1.935944		3.826284		down

		35_9836		-0.56947184		-0.31340313		-0.8273704		-0.9866004		-0.8996692		-0.78568935		-0.86121035		-1.7357945		-0.7117362		0.17053747		0.054676533		0.47351122		0.22968292		0.035875797		-0.09755087		0.6944437		0.40076685		0.61701345		0.3045416		0.024143219		0.6026912		-0.7711983		-0.8665409		-0.99515843		-0.11216831		0.034753323		0.23618889		0.7089019		0.68758917		0.35433483		0.11621475		-0.0022192001		-0.004057884		0.0022187233		-0.22695637		-0.8598256				CHR2V7|COORD:10317918..10319243| potassium channel tetramerisation domain-containing protein		AT2G24240.1		34.15		0		transport.potassium				 no descriptionmoderately similar to ( 228)AT2G24240| Symbols:  | potassium channel tetramerisation domain-containing protein | chr2:10317918-10319243 FORWARDnot assigned not assigned not assigned 				Rep: H0311C03.5 protein - Oryza sativa (Rice)		UniRef90_Q01I89				CHR04V5|COORD:24817487..24815875|protein K+ channel tetramerisation domain containing protein, expressed		LOC_Os04g42310.1		CUST_34127_PI403524517		-2.2054915		-1.1411003		2.2054915		down

		35_10676		-2.285536		-1.8979136		-1.5275235		-1.5804952		-0.7548256		-1.9931529		-1.2396514		-0.49169827		-0.50674796		2.4746962		2.7887115		2.7506518		2.3890357		2.094746		2.442113		0.83697414		1.0014057		0.8845625		-2.253378		-1.646825		-2.1245394		-1.7412331		-2.3169036		-2.2438507		-2.3049867		-0.9254658		-2.302136		2.699759		2.4191885		1.9722743		1.4842234		1.4480205		1.303442		0.84039354		0.49169803		0.87491846				0		0		35.2		0		not assigned.unknown				 no description		2.00E-06		Rep: LOB1 - Triticum aestivum (Wheat)		UniRef90_Q49KJ1				0		0		CUST_37058_PI403524517		-10.033242		-3.326716		10.033242		down

		35_30799		-0.81200385		-0.77816415		-0.43708944		-0.39119053		-0.56996655		-0.7266283		-0.5591862		-0.9944792		-0.25221252		0.7182436		0.76013184		-0.016409397		0.16643667		0.16318893		0.22964287		0.8427024		0.5867815		0.6095643		-0.41274452		-1.0363781		-0.6359091		-0.6645801		-0.82499146		-0.8603091		-0.34020472		-0.020851135		0.15903091		0.39638853		0.5413208		0.51073027		0.3252778		1.0020294		1.146627		0.28004074		0.016409397		0.4091096		6.00E-20		CHR5V7|COORD:155783..157450| transcription factor		AT5G01380.1		27		0		RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family				 no descriptionvery weakly similar to (86.7)AT5G01380| Symbols:  | transcription factor | chr5:155783-157450 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pneumo_att_G PRK12323 Herpes_BLLF1 PRK07003 Drf_FH1 PRK07764 				Cluster: Os05g0128000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0128000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DL24				CHR05V5|COORD:1621601..1622602|protein transcription factor GT-3b, putative		LOC_Os05g03740.1		CUST_2825_PI399408534		-2.091558		-1.064578		2.091558		down

		35_23355		1.2155726		0.9673598		1.3876743		-1.0099845		-1.3679317		0.64892244		-1.3292364		-1.3303353		-1.3015549		8.337791		7.525655		7.252101		8.224458		8.483842		9.1371355		7.0415945		6.837332		7.0660486		0.29464316		0.68894815		1.2731082		-1.1930286		-1.3170694		-1.3354939		-1.3740247		-1.302768		-1.3107619		-1.211227		-1.4031185		-1.4098647		-1.4227903		0.32523203		-0.00202775		-1.0981576		0.0020279884		-1.3825023				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_81418_PI403524517		-256.50275		-8.0028305		256.50275		down

		HvAAO4		-0.9706707		-1.533298		-1.1907306		-0.70483875		-0.53482056		-0.49682426		-0.53223324		-0.8624506		-0.37977266		0.8770652		0.12333965		0.3409829		0.11658907		0.5618272		-0.007874489		0.0950861		0.1775527		0.23729658		-1.5825129		-1.7232375		-1.8524258		-0.62970924		-0.8458257		-1.1061597		-0.45860338		-0.34451962		0.007874012		0.99491835		1.1780329		0.8987255		1.3645029		1.2780471		1.5580144		0.86832094		0.5813556		0.782526										0																				CUST_499_PI399407379		-2.1152582		-1.0808338		2.1152582		down

		35_22374		-0.03164482		-0.049267292		0.0029625893		-0.16804647		-0.18675041		-0.19779825		-0.31828213		-0.60770464		-0.19755173		0.531868		0.5208554		0.5858078		0.53139305		0.51866484		0.61293364		1.3997836		1.3619437		1.2491865		-0.7033968		-0.339509		-0.3803239		-0.0029625893		-0.35040474		-0.7320361		-0.07262039		-0.030898094		0.18583012		0.57177925		0.43049717		0.44709682		0.13298464		0.37469625		0.18009233		0.35826635		-0.17051983		-0.08810043		3.00E-08		CHR3V7|COORD:11031580..11031840| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE82474.1)		AT3G29034.1		35.2		0		not assigned.unknown				 no description		2.00E-06		Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_Q8GX70				0		0		CUST_78046_PI403524517		-2.0102725		-1.0073911		2.0102725		down

		35_3221		1.16E-04		-1.17E-04		-0.3266306		-0.147439		-0.54750514		-0.1760211		-0.8785763		-0.77657795		-0.3359542		1.1503181		0.85847616		1.2510138		0.6017637		0.66515064		0.7143822		0.3603282		0.6278329		0.40103626		-1.4143267		-0.2018199		-1.0601878		-1.0536981		-0.8420267		-0.997566		-1.4022899		-0.50118756		-0.7692349		0.7901163		0.7989049		1.2859383		0.8808489		0.9174137		0.5965204		0.69845915		0.3433361		-0.15295172				CHR4V7|COORD:5551518..5552710| transporter		AT4G08690.2		34.99		0		transport.misc				 no descriptionmoderately similar to ( 223)AT4G08690| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr4:5551518-5552710 REVERSEnot assigned not assigned SEC14 SEC14 CRAL_TRIO CRAL_TRIO_N 				Cluster: Hypothetical protein OSJNBa0034K10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0034K10.5 - Oryza sativa (japonica cu		UniRef90_Q5WMM0				CHR05V5|COORD:10654949..10651654|protein transporter-like protein, putative, expressed		LOC_Os05g18470.1		CUST_11371_PI403524517		-2.1302176		-1.0910008		2.1302176		down

		Contig4387_at		-0.87153435		-0.3299713		-1.12463		-1.4387631		-1.1061845		-1.7588277		-1.0697036		-1.1359558		-1.2121725		0.19703388		0.42745876		-0.8941951		0.059440136		0.14892292		0.22308445		2.8495264		2.7409096		2.8843374		1.9907217		-0.4319954		1.4875431		-0.82807016		0.1895256		-1.396759		-0.4952278		-0.8366332		-0.059440613		0.8280468		2.2616339		-1.2922106		0.18844557		-0.123117924		0.15736675		0.7092409		0.52678204		1.03544		2.00E-44		WRKY family transcription factor		At1g80840.1     		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				0				WRKY transcription factor [Hordeum vulgare]		AAS48544.1      				protein WRKY DNA -binding domain, putative		Os06g44010		CUST_10684_PI404877155		-4.2164507		-2.076029		4.2164507		down

		35_23158		-0.35609627		-0.31657648		-0.5778899		-0.89536476		-1.236783		-0.9445238		-0.977705		-0.81035805		-0.975935		1.4322791		1.4293771		0.8601608		0.73591423		0.51651096		0.22309208		0.33815908		0.27681446		0.67170477		-0.51224375		-0.22309208		-0.34790134		-0.6459799		-2.0423343		-1.321594		-0.6180382		-0.7735648		-1.3155365		1.140976		1.5653992		1.4690623		0.7562394		1.1004043		0.8492975		0.67733145		0.45298195		0.5827117				CHR1V7|COORD:10997256..11000524| vacuolar sorting receptor, putative		AT1G30900.1		29		0		protein.targeting.secretory pathway.vacuole				 no descriptionweakly similar to ( 181)AT1G30900| Symbols:  | vacuolar sorting receptor, putative | chr1:10997256-11000524 FORWARDweakly similar to ( 153)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 				Cluster: OSJNBa0085I10.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0085I10.18 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7X6L7				CHR04V5|COORD:30784767..30789016|protein vacuolar sorting receptor 7 precursor, putative, expressed		LOC_Os04g52190.1		CUST_80742_PI403524517		-2.8448658		-1.5083606		2.8448658		down

		35_7127		-0.21565628		0.13356209		-0.0654273		-0.12769079		-0.25391912		-0.6061816		-0.08786583		-0.52325726		-0.20607233		1.8579664		1.5421119		1.8693705		1.1956325		1.1433883		1.1373825		0.9183111		0.9469304		1.1954246		3.1133785		-0.6835151		2.6727037		-1.0005422		-0.02066183		-1.164691		0.02066183		0.033497334		0.726984		0.9775405		0.58732605		0.14125013		-0.98411846		-1.4918599		-1.4574037		-1.3251791		-1.2066774		-1.8143804				CHR4V7|COORD:299741..304103| ANL2 (ANTHOCYANINLESS 2); transcription factor		AT4G00730.1		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				 no descriptionmoderately similar to ( 256)AT4G00730| Symbols: AHDP, ANL2 | ANL2 (ANTHOCYANINLESS 2); transcription factor | chr4:299741-304103 REVERSE				Cluster: Os09g0526200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0526200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J077				CHR09V5|COORD:20573844..20567501|protein OCL3 protein, putative, expressed		LOC_Os09g35760.2		CUST_10067_PI399408534		-2.8854187		-1.5287807		2.8854187		down

		35_19948		-0.59273887		2.9480371		0.14613008		-0.8084049		-1.3070927		-2.8977995		-2.814724		-2.823783		-1.9213016		0.8713918		2.9463992		2.1037164		0.8512788		0.83245945		1.5262022		2.1034074		2.0422988		2.3107		3.9953136		1.6329994		4.3307133		-1.1941931		1.8636279		-2.801231		-1.0055869		-2.8489308		1.4713364		2.7121797		5.033787		-0.14612985		-0.69555926		-0.78613925		-1.3051479		-2.7630553		-1.7250037		-1.9165728				CHR1|COORD:176141..178400| 1-aminocyclopropane-1-carboxylate synthase 2 /  ACC synthase 2  (ACS2) (ACC1), identical to		AT1G01480.2		17		0		hormone metabolism.ethylene.synthesis-degradation				 no descriptionweakly similar to ( 175)AT1G01480| Symbols: AT-ACC2, ACS2 | ACS2 (1-Amino-cyclopropane-1-carboxylate synthase 2) | chr1:176607-178051 FORWARDweakly similar to ( 181)1A1C_SOYBN1-aminocyclopropane-1-carboxylate synthase - Glycine max (Soybean)not assigned not assigned not assigned Aminotran_1_2 PRK07003 PRK07764 				Rep: ACC synthase - Triticum aestivum (Wheat)		UniRef90_Q43204				CHR04V5|COORD:28915586..28912714|protein 1-aminocyclopropane-1-carboxylate synthase, putative, expressed		LOC_Os04g48850.1		CUST_15667_PI399408534		-7.2152977		-2.851059		7.2152977		down

		35_5174		-0.419868		-0.13543606		-0.09392166		-0.3807721		-0.6364136		-0.7318535		-0.52664995		-0.5920944		-0.42444706		0.9335475		0.94018364		0.69963264		0.4047928		0.44823265		0.4598055		0.72232723		0.5356145		0.8089113		-0.42573404		0.048418045		-0.03531933		-0.51452684		-0.56060123		-0.43299103		-0.11997604		-0.15555668		-0.22152996		0.7089305		0.81561804		0.6460767		0.15972853		0.09973574		0.32165098		0.03531933		0.17911005		-0.07920122				CHR5V7|COORD:5131287..5133049| serine/threonine protein kinase, putative		AT5G15730.1		30		0		signalling.receptor kinases.misc				 no descriptionmoderately similar to ( 412)AT5G15730| Symbols:  | serine/threonine protein kinase, putative | chr5:5131287-5133049 FORWARDmoderately similar to ( 202)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc Pkinase_Tyr S_TKc PTKc Pkinase PTKc_Csk_like PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Musk PTKc_Abl PTKc_Frk_like SPS1 PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_Chk PTKc_Trk PTKc_Fes_like PTKc_EphR PTKc_Tyk2_rpt2 PTKc_Ror PTKc_InsR_like PTKc_Tie1 PTK_CCK4 PTKc_PDGFR PTKc_Syk_like PTKc_Itk PTKc_c-ros PTKc_Csk PTKc_Tie2 PTKc_Met_Ron PTKc_Tec_like PTKc_Tie PTKc_TrkC PTKc_ALK_LTK PTKc_FGFR PTKc_Btk_Bmx PTKc_TrkB PTKc_Axl_like PTKc_RET PTKc_Tec_Rlk PTKc_Lck_Blk PTKc_Tyro3 PTKc_DDR_like PTKc_Fyn_Yrk PTKc_Src PTKc_EGFR_like PTKc_TrkA PTKc_Lyn PTKc_DDR PTKc_Ror1 PTKc_Fer PTKc_Ack_like PTKc_EphR_A2 PTKc_Jak1_rpt2 PTK_Ryk PTKc_DDR1 PTKc_FAK PTKc_Fes PTKc_Yes PTKc_FGFR1 PTKc_Axl PTKc_IGF-1R PTKc_Hck PTKc_InsR PTKc_FGFR3 PTKc_Zap-70 PTKc_DDR2 PTKc_Syk PTKc_FGFR2 PTKc_FGFR4 PTKc_Ror2 PTKc_EphR_B PTKc_EphR_A PTKc_HER4 PTKc_VEGFR PTKc_EphR_A10 PTKc_HER2 PTKc_Aatyk PTKc_EGFR PTK_HER3 PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_VEGFR3 PTK_Jak2_Jak3_rpt1 PTKc_CSF-1R PTKc_PDGFR_beta PTKc_Kit PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 TT_ORF1 PTK_Jak_rpt1 				Cluster: Os06g0283300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0283300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DCW3				CHR08V5|COORD:2157675..2153168|protein nodulation receptor kinase precursor, putative, expressed		LOC_Os08g04420.1		CUST_4344_PI399408534		-2.1426399		-1.0993893		2.1426399		down

		35_22532		0.994053		0.69498456		-0.07163942		1.3884729		0.9071678		0.4778093		1.592291		1.2400144		2.2922325		2.4044905		-0.057747602		3.5308156		5.4128284		5.3203053		4.849467		5.897872		5.7912946		6.1688614		0.008150458		-0.06653404		-0.052907944		-0.0830549		-0.13003051		-0.049239397		-0.09121668		-0.09340036		-0.073247194		-0.008150458		-0.022565842		-0.062328577		0.020248532		-0.012116671		-0.043662667		-0.013858676		-0.06389058		-0.12114632		8.00E-43		CHR4V7|COORD:9403141..9406025| lyase/ magnesium ion binding		AT4G16730.1		16		0		secondary metabolism.isoprenoids.terpenoids				 no descriptionweakly similar to ( 171)AT4G16730| Symbols:  | lyase/ magnesium ion binding | chr4:9403141-9406025 FORWARDmoderately similar to ( 219)DCS1_GOSHI(+)-delta-cadinene synthase - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)Terpene_cyclase_plant_C1 Terpene_synth Terpene_synth_C Terpene_cyclase_C1 				Cluster: Os08g0139700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0139700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J834				CHR08V5|COORD:2207552..2203677|protein terpene synthase 6, putative, expressed		LOC_Os08g04500.1		CUST_78589_PI403524517		-9.927445		-3.3114226		9.927445		down

		35_27982		0.05803299		-0.13011551		-0.239007		0.0015668869		-0.2360754		-0.017061234		-0.73072815		-0.35498714		-0.16390133		0.82935905		0.94664097		0.8690729		0.99335766		1.0560637		0.9617357		0.6431341		0.94664097		0.699378		-1.3924999		-0.45407677		-0.9450693		-0.34919357		-0.5405903		-0.4849577		-0.7707977		-0.4956541		-0.5197754		0.35726738		0.31845188		0.64900017		0.22267532		0.2913561		0.19235992		0.27210236		-0.0015678406		-0.004535675				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_97997_PI403524517		-2.1201766		-1.0841844		2.1201766		down

		35_50354		-1.0957355		-1.4331541		-1.3333435		-0.7314224		-0.9478855		-1.1074133		-1.1838188		-1.2508526		-0.978632		-0.11057758		-0.043397903		-0.27345943		0.098311424		0.18882656		0.33393764		0.043397903		0.103918076		0.050133705		-0.52175903		0.10735607		-0.20768642		0.42756462		0.08874321		0.46797466		0.24845219		0.31209946		0.22728729		-0.6179981		-0.2810421		-0.06450367		0.2528801		0.48618603		0.24198723		-0.07091427		0.33578777		0.31209946		2.00E-04		CHR5V7|COORD:12679602..12679958| glycine-rich protein		AT5G33390.1		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_181065_PI403524517		-2.2368727		-1.1614832		2.2368727		down

		Contig12629_s_at		0.2359252		0.28067636		0.22314548		-0.8524413		-1.0895362		-0.91175985		-1.5543175		-1.1940222		-1.1500626		0.50022316		0.6184559		0.2500553		0.49067593		0.70520496		0.81068325		0.5849199		0.69051266		0.6169653		-0.8224344		0.038740158		-0.2840209		-0.76014614		-1.2172995		-1.2488117		-1.1400528		-1.4577947		-1.5480819		0.28171682		0.3940549		0.23972416		-0.033010006		0.033010006		0.08926916		-0.22554016		-0.44251966		-0.42274046				serine/threonine protein kinase family protein		At5g38210.1     		30		0		signalling.receptor kinases.wheat LRK10 like				serine/threonine protein kinase family protein, contains protein kinase domain, Pfam:PF00069; contains serine/threonine protein kinase domain, INTERPRO:IPR002290				P0034C09.1 [Oryza sativa (japonica cultivar-group)]		NP_917017.1     				protein Protein kinase domain, putative		Os01g49520		CUST_2263_PI404877155		-2.383932		-1.2533432		2.383932		down

		Contig959_x_at		0.034421444		-0.52016735		-0.71003103		-0.5360522		-1.0643172		-0.8570075		-0.9002161		-0.7409463		-1.0654802		0.07018757		-0.0032935143		1.1974287		0.6376333		0.9251213		1.0139236		0.8331642		0.7942877		0.7969971		3.3523502		-0.97465277		3.3344135		-0.68764925		-0.48046017		-1.1252441		-0.64541626		-0.8204274		-0.64487123		-0.48485374		-0.2817154		0.0032935143		0.49476242		0.47621727		0.365448		0.78704643		0.513772		0.40495825		7.00E-26		lipid transfer protein 4 (LTP4)		At5g59310.1     		11.6		0		lipid metabolism.lipid transfer proteins etc				ADP-glucose pyrophosphorylase; glucose-1-phosphate adenylyltransferase				NONSPECIFIC LIPID-TRANSFER PROTEIN 4.3 PRECURSOR (LTP 4.3) emb|CAA91435.1| lipid transfer protein [Hordeum vulgare subsp. vulgare]		Q42842          		1.00E-34		protein Protease inhibitor/seed storage/LTP family, putative		Os11g24070		CUST_15755_PI404877155		-2.644152		-1.4028051		2.644152		down

		35_9342		-0.106822014		0.020842552		0.032228947		-0.14121675		0.066207886		-0.24708605		-1.2712703		-0.7532115		0.16429901		0.8799825		0.55686235		0.9145627		0.62729645		0.58814096		0.9622817		0.8544164		1.1533666		0.8804312		-0.6189194		-0.18064165		-0.37415743		-0.3982768		-0.8126826		-0.2102294		-0.006673336		-0.17088556		-0.26844645		0.17367983		0.2755642		0.24435902		0.13809013		-0.039656162		0.006673813		-0.40769768		-0.13520432		-0.7751126		3.00E-16		CHR1V7|COORD:26152499..26154610| leucine-rich repeat family protein		AT1G69545.1		20.1		0		stress.biotic				 no descriptionvery weakly similar to (69.7)AT1G69545| Symbols:  | leucine-rich repeat family protein | chr1:26152499-26154610 REVERSEnot assigned 		6.00E-38		Cluster: Putative NBS-LRR resistance protein RGH2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NBS-LRR resistance protein RGH2 - Oryza sativa (jap		UniRef90_Q67UX2				CHR01V5|COORD:41487575..41482662|protein NBS-LRR disease resistance protein, putative, expressed		LOC_Os01g71106.2		CUST_32394_PI403524517		-2.1032152		-1.0725965		2.1032152		down

		35_14511		-0.6774454		-0.66751575		-0.77443075		-0.81278944		-0.7337799		-1.2474251		-0.51568365		-1.2999473		-1.3257127		0.6606617		0.8044958		0.052432537		0.9373226		0.8632016		1.4000373		1.3231726		1.2569389		1.4777193		-0.7492852		-0.29977703		-1.0761676		-0.037978172		-0.60923195		-0.58271027		-0.04191351		-0.019891739		-0.106713295		0.019891739		0.48766804		0.060722828		1.0975828		1.2048731		1.2850895		1.1789479		0.844398		0.74611425				0		0		35.2		0		not assigned.unknown				 no description		5.00E-05		Cluster: Nucleotide pyrophosphatase/phosphodiesterase; n=2; Hordeum vulgare|Rep: Nucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare		UniRef90_Q687E1		3.00E-05		CHR08V5|COORD:26306741..26312631|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed		LOC_Os08g41880.1		CUST_50872_PI403524517		-3.6555262		-1.870079		3.6555262		down

		35_18212		-0.94558406		-0.09017897		-0.9752629		-1.1116736		-1.0129802		-1.6870172		-1.3321517		-0.9801676		-0.39690924		0.07769489		-0.33734703		-0.51810336		0.68398094		0.20774508		0.042986393		0.98932123		0.8006687		1.0726075		0.6143837		-0.4533224		0.25612736		-1.3975062		-1.2030785		-0.8273127		-0.04298687		0.20239735		-0.5479567		0.08067274		1.2437677		-0.80947423		0.5936823		0.61204624		0.3423252		0.44287825		0.13576746		0.4851823				CHR5V7|COORD:9331778..9333047| ATMYB4 (myb domain protein 4); transcriptional repressor		AT5G26660.1		27		0		RNA.regulation of transcription.MYB domain transcription factor family				 no descriptionmoderately similar to ( 214)AT5G26660| Symbols: AtMYB4, AtMYB86, ATMYB4 | ATMYB4 (myb domain protein 4); transcriptional repressor | chr5:9331778-9333047 REVERSEmoderately similar to ( 261)MYB3_HORVUMyb-related protein Hv33 - Hordeum vulgare (Barley)not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT 				Rep: Myb-related protein - Triticum aestivum (Wheat)		UniRef90_Q2AAT5				CHR05V5|COORD:26904201..26905764|protein myb-related protein Hv33, putative, expressed		LOC_Os05g46610.1		CUST_14907_PI399408534		-2.4342844		-1.2834977		2.4342844		down

		35_1624		-0.27839184		-0.25270367		-0.23410988		-0.53252316		-0.33147717		-0.49024105		-0.19480038		-0.37883377		-0.62048817		0.010978699		-0.010977745		0.034600258		0.46690273		0.5880413		0.9429655		1.3058281		1.3217278		1.2390614		-0.3707447		-0.5758209		-0.061240196		-0.20395088		-0.2807474		-0.477911		0.19094086		0.084573746		0.23176193		-0.118668556		0.013791084		-0.056871414		0.09954262		0.24341774		0.21543312		0.38748646		0.14382935		0.046150208				0		0		35.2		0		not assigned.unknown				 no description				0		0		2.00E-05		CHR11V5|COORD:6644455..6645711|protein expressed protein		LOC_Os11g11980.1		CUST_5880_PI403524517		-2.0330322		-1.023633		2.0330322		down

		35_494		0.03331566		-0.5170455		-0.5340433		-0.7573552		-0.90253115		-0.759501		-0.9297137		-0.82167864		-0.8629308		0.2732396		0.14206028		1.2056589		0.79288197		1.0327024		0.96669674		0.8346882		0.7941017		0.84967804		3.41955		-0.75538826		3.405652		-0.6686797		-0.52344084		-0.9225364		-0.5348487		-0.8530569		-0.64848614		-0.4348297		-0.26802015		-0.033316135		0.49799109		0.51390076		0.45851326		0.8072653		0.49972868		0.3959961		7.00E-26		CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding		AT5G59310.1		11.6		0		lipid metabolism.lipid transfer proteins etc				 no descriptionvery weakly similar to (97.1)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEweakly similar to ( 159)NLT43_HORVUNon-specific lipid-transfer protein 4.3 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl AAI_LTSS AAI 				Cluster: Nonspecific lipid-transfer protein 4.1 precursor; n=4; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)		UniRef90_Q43767		1.00E-34		CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed		LOC_Os11g24070.1		CUST_1866_PI403524517		-2.7096987		-1.4381324		2.7096987		down

		Contig4386_at		-1.0321474		-0.42658424		-1.055563		-1.1851463		-0.8275423		-1.0651722		-0.9751167		-1.2163296		-1.0594721		0.03033638		0.0072011948		-0.9578924		0.16525078		0.12848091		0.22801971		3.0560808		3.1808186		3.0258636		1.8248739		-0.4638586		1.3004637		-0.5251484		0.5316448		-0.9804039		-0.62857723		-0.68992233		-0.10529232		1.0869455		1.9099541		-1.3979626		0.060204506		-0.007200241		0.20255661		0.6296959		0.53793144		0.46551132				WRKY family transcription factor		At1g80840.1     		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				0				WRKY transcription factor [Hordeum vulgare]		AAS48544.1      				protein WRKY DNA -binding domain, putative		Os02g08440		CUST_10681_PI404877155		-3.910818		-1.9674704		3.910818		down

		35_10763		-0.34881973		-0.39919662		-0.5058036		-0.98869276		-1.037065		-1.009038		-0.66146755		-0.76648426		-0.9334893		0.12099457		0.13670635		-0.029872894		-0.17940426		-0.20387554		-0.120607376		1.2161703		1.2229729		1.1943483		-0.20189571		0.13198185		-0.08944416		0.17236996		-0.065802574		-0.19515705		0.12334347		0.14025497		0.4720354		0.59702873		0.7815733		0.41056156		0.24007797		0.26206493		0.24762058		0.23316002		-4.01E-04		4.02E-04		3.00E-08		CHR5V7|COORD:912806..914225| GDSL-motif lipase/hydrolase family protein		AT5G03600.1		35.2		0		not assigned.unknown				 no descriptionSGNH_plant_lipase_like 		1.00E-16		Cluster: Os09g0567800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0567800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0IZI6		3.00E-18		CHR09V5|COORD:22674960..22670943|protein carboxylic ester hydrolase/ hydrolase, acting on ester bonds, putative, expressed		LOC_Os09g39430.1		CUST_37363_PI403524517		-2.1613657		-1.1119432		2.1613657		down

		35_14205		0.41531897		0.49517632		0.29398918		0.1747055		-0.15229225		0.103857994		-1.2168927		0.08162832		-0.1484828		0.38211203		0.60731936		0.46904707		1.4873428		1.4580164		1.717865		1.8870382		1.9045506		1.858017		-1.0208282		-0.5992856		-0.36922026		0.43581104		-0.16907263		-0.2363329		-0.32457924		-0.3542838		-0.41443777		-0.0816288		0.41481447		0.852221		-0.5377798		-0.83917856		-1.0157189		-1.0706434		-1.221273		-0.7435813				CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase		AT1G77120.1		5.3		0		fermentation.ADH				 no descriptionhighly similar to ( 597)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDhighly similar to ( 707)ADH1_HORVUAlcohol dehydrogenase 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned AdhC Tdh AdhP tdh ADH_zinc_N PRK09422 Qor ADH_N PRK10083 PRK10309 PRK09880 				Cluster: Alcohol dehydrogenase 1; n=139; Poaceae|Rep: Alcohol dehydrogenase 1 - Hordeum vulgare (Barley)		UniRef90_P05336				CHR11V5|COORD:5711756..5708111|protein alcohol dehydrogenase 1, putative, expressed		LOC_Os11g10480.1		CUST_49742_PI403524517		-2.4669013		-1.3027		2.4669013		down

		Contig20719_at		-0.8533907		-0.22541618		-0.5638137		-1.3771896		-0.6214738		-1.4041739		-0.9568105		-1.1958838		-1.0909791		0.24396324		0.46629333		0.38005924		0.6253805		0.7713461		0.89936256		2.0393133		2.130271		2.0899105		-0.6331787		-0.20553827		-0.45974684		-1.1191063		-0.39900303		-1.3118749		-0.09138203		-0.7540059		0.44125843		0.22819519		0.67300415		0.25163746		0.36158943		0.25837135		0.70384026		0.080503464		0.024999619		-0.024999619				leucine-rich repeat family protein / protein kinase family protein		At5g25930.1     		30		0		signalling.receptor kinases.misc				putative receptor-like kinase				putative receptor-like kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB91929.1| putative receptor-like kinase [Oryza sativa (japonica		NP_916044.1     				protein Leucine Rich Repeat, putative		Os06g36270		CUST_7069_PI404877155		-3.980035		-1.9927812		3.980035		down

		35_5446		-0.7509222		-0.75878525		-0.912549		-1.6661515		-2.0431738		-1.6306572		-1.5919766		-1.3420253		-1.6663904		1.1531839		0.87146664		0.4092369		0.7410965		0.86360264		0.27479935		1.224783		1.2439108		1.2500181		-0.5257492		-0.6851387		-0.0034427643		-1.105051		-1.0853391		-1.1163235		-1.3532147		-0.98606586		-0.8689337		0.003443718		0.44201756		0.34768772		0.5071955		0.70141125		0.483613		0.21405888		0.026464462		0.079794884				CHR2V7|COORD:18606650..18608312| ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4)		AT2G45110.1		10.7		0		cell wall.modification				 no descriptionmoderately similar to ( 225)AT2G45110| Symbols: EXPB4, ATHEXP BETA 1.1, ATEXPB4 | ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4) | chr2:18606650-18608312 FORWARDmoderately similar to ( 364)EXB11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07764 PRK07003 Herpes_BLLF1 PRK12323 				Rep: Expansin-B11 precursor - Oryza sativa (Rice)		UniRef90_Q6H676				CHR02V5|COORD:26642968..26644738|protein beta-expansin 4 precursor, putative, expressed		LOC_Os02g44108.1		CUST_18816_PI403524517		-4.8101473		-2.266081		4.8101473		down

		35_26772		0.3493147		0.25932884		0.33646154		0.069746256		-0.359596		0.045677423		-0.045677423		-0.30650544		0.41424084		1.4130802		1.3139257		1.665997		0.9841132		0.84700775		0.7616992		1.3106556		1.0978436		1.3435102		-1.6097279		-1.6745431		-1.2792542		-2.0050752		-2.704124		-2.7387662		-1.5946438		-1.0207849		-0.9857433		-0.055374146		0.4179535		0.46158266		-0.33089185		-0.36347795		0.26909447		-0.39719176		-0.643636		-0.7953434		2.00E-29		CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein		AT3G04710.1		20		0		stress				 no descriptionweakly similar to ( 125)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (99.8)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR 				Rep: Putative ankyrin - Oryza sativa (Rice)		UniRef90_Q9AUM1				CHR03V5|COORD:26937495..26944721|protein ankyrin-1, putative, expressed		LOC_Os03g47650.1		CUST_93632_PI403524517		-2.1559381		-1.1083158		2.1559381		down

		Contig13644_at		-0.34280825		-0.18029642		-0.2160821		-0.83847857		-0.9714408		-0.6659608		-1.0682473		-0.7024913		-0.50560427		1.3118262		1.2336397		1.1012259		1.1120682		1.1674757		1.1071525		0.8306465		0.7679591		0.9413142		-1.0200276		0.19890547		-0.40174294		-0.057160378		-0.8481021		-0.5380173		0.1800828		0.054258347		-0.054258347		0.9933171		0.99648046		1.248949		0.6640873		0.44168997		0.73415804		-0.25226402		-0.07308674		-0.11025381		2.00E-32		protein kinase family protein		At4g21410.1     		30		0		signalling.receptor kinases.misc				ABC transporter permease protein				putative serine/threonine kinase protein [Oryza sativa (japonica cultivar-group)]		BAC65049.1      				protein Protein kinase domain, putative		Os07g35660		CUST_3162_PI404877155		-3.190666		-1.6738576		3.190666		down

		35_20182		-0.3315916		0.052947283		-1.2860234		-1.0593209		-0.7425401		-2.3514667		-0.9016001		-1.4646282		0.013616562		0.833004		0.7248502		1.1853814		0.922956		1.323482		1.3688154		1.3144302		1.786984		1.4382358		-2.4981093		-0.66416526		-0.8649659		-1.345995		-2.7012994		-1.5712252		0.5040941		0.24067688		0.97066975		0.8394842		0.6539235		0.46939468		-0.31467104		0.4152918		-0.013616562		-0.8056977		-0.7571416		-0.033486366		2.00E-08		CHR5V7|COORD:17032801..17034197| abscisic acid-responsive HVA22 family protein		AT5G42560.1		17		0		hormone metabolism.abscisic acid.synthesis-degradation				 no descriptionvery weakly similar to (55.5)AT5G42560| Symbols:  | abscisic acid-responsive HVA22 family protein | chr5:17032931-17034197 FORWARD		9.00E-42		Rep: H0622F05.7 protein - Oryza sativa (Rice)		UniRef90_Q01LE7		4.00E-43		CHR04V5|COORD:20338677..20340869|protein pathogenicity protein PATH531-like protein, putative, expressed		LOC_Os04g33880.1		CUST_25390_PI399408534		-4.309852		-2.1076384		4.309852		down

		35_9790		-0.49466753		-0.7578888		-0.37083483		-0.9759064		-1.0387063		-1.2144499		-0.45525074		-0.9061661		-1.2802916		0.30774736		0		0.075715065		0.30307293		0		0.38782215		1.158081		1.1256685		1.1594849		-0.6230426		0.10047579		-0.3422022		-1.3168283		-1.3048081		-1.4844718		-0.49944162		-0.37083483		-0.1838274		0.6439228		0.8128576		1.1142712		1.8644114		2.0320587		2.0733585		2.3354902		2.494753		2.4880714				CHR5V7|COORD:1922043..1925279| carboxy-lyase		AT5G06300.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 243)AT5G06300| Symbols:  | carboxy-lyase | chr5:1922043-1925279 REVERSEnot assigned Lysine_decarbox COG1611 				Cluster: Lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lysine decarboxylase-like protein - Oryza sativa (japonica cultivar		UniRef90_Q5ZC82				CHR01V5|COORD:23285996..23281756|protein carboxy-lyase, putative, expressed		LOC_Os01g40630.1		CUST_33965_PI403524517		-2.5221243		-1.3346393		2.5221243		down

		35_24032		0.081922054		-0.1916964		-0.02363944		-0.48475146		-0.8195429		-1.4450967		-1.104352		-1.1709125		-0.77532864		2.1379912		2.0985463		1.7463391		1.2348573		1.1385362		1.1816661		0.40930796		0.6872461		1.0645478		-0.24100661		-0.6860378		-0.43544984		-0.55283594		-2.2153864		-1.3068497		-0.58608556		0.20354056		-0.81810164		0.99252677		1.0793421		0.86332536		0.3841927		0.17964625		0.7245405		0.02363944		-0.35395956		-0.72280455				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_83836_PI403524517		-3.8883538		-1.9591595		3.8883538		down

		35_20192		-0.083547115		-0.74025774		-0.23920202		-0.9553127		-0.867486		-1.0163307		-0.7195759		-0.91235876		-0.79629755		0.38500738		0.5894942		-0.12843943		0.35853958		0.037803173		0.17582083		0.6627474		0.5582371		0.58041763		-0.607749		0.15888882		-1.3067918		-0.41546154		-0.43767262		-0.7960367		-0.037802696		-0.4085865		-0.5078025		0.08326101		1.0151262		0.27538252		1.1886091		1.1806326		1.2652178		1.519804		1.3363934		1.3363934				CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionweakly similar to ( 186)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 228)GSTH1_ORYSAnot assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_family GST_N_Ure2p_like GST_C GST_N_4 GST_C_family GST_N GST_N_Delta_Epsilon GST_N_Theta GST_N_2 PRK11752 GST_C_EFB1gamma GST_C_2 GST_N_Beta GST_C_Ure2p_like GST_N_Zeta GST_C_8 GST_N_GTT2_like GST_C_1 GST_C_GTT2_like PRK12323 GST_N_3 				Cluster: Putative glutathione-S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione-S-transferase - Oryza sativa (japonica		UniRef90_Q65XF1				CHR05V5|COORD:2774453..2775564|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os05g05620.1		CUST_70490_PI403524517		-2.0865374		-1.0611107		2.0865374		down

		35_24830		0.087882996		1.0334396		0.41970634		-0.6755924		-0.19490147		-0.9310479		-1.5423579		-1.3479886		-1.4540052		0.94968605		1.2918386		0.91533947		0.29254055		0.7826681		0.7991209		1.8891792		1.8295345		1.9028997		1.307909		0.9767399		1.4892616		-0.31938934		-0.29562378		-0.90136003		-0.6140971		-1.0804944		-0.61694		1.4455376		1.5328789		0.6653042		-0.7137165		-0.34665012		-0.9276624		-0.087882996		-0.5874634		-0.79508114		3.00E-30		CHR3V7|COORD:3595917..3597684| ATGPAT5/GPAT5 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 5); 1-acylglycerol-3-phosphate O-acyltransferase/		AT3G11430.1		11.3		0		lipid metabolism.Phospholipid synthesis				 no descriptionweakly similar to ( 127)AT3G11430| Symbols: ATGPAT5, GPAT5 | ATGPAT5/GPAT5 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 5); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase/ organic anion transporter | chr3:3595917-3597684 FORWARD		2.00E-39		Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6TUA6		1.00E-40		CHR03V5|COORD:30104124..30102308|protein glycerol-3-phosphate acyltransferase 8, putative		LOC_Os03g52570.1		CUST_86698_PI403524517		-3.2384353		-1.6952969		3.2384353		down

		Contig25238_at		-1.4623353		-1.6259534		-2.157057		-1.3010459		-1.6269214		-1.0021701		-2.263762		-1.7262638		-0.96435165		0.59894466		0.6492982		0.6931653		1.3134112		1.0713043		0.9801059		1.1129165		1.3437252		1.1689434		-2.8752449		-1.4741509		-1.9015605		-1.2748892		-1.2666872		-1.3570561		-0.6482458		-0.19995499		-0.7878566		0.6136365		0.19995499		0.9393091		1.1073399		1.1597099		1.0750065		0.92753077		0.606596		0.66749954				homeodomain transcription factor (KNAT7)		At1g62990.1     		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				IXR11;TRANSCRIPTION FACTOR KNAT7;homeodomain transcription factor (KNAT7), contains Pfam profiles:  PF03789 ELK domain, PF03790 KNOX1 domain, PF03791 KNOX2 domain; similar to homeobox protein HD1 SP:P46606 from (Brassica napus); identical to cDNA  homeodo				homeobox gene [Oryza sativa (japonica cultivar-group)]		BAA77823.1      				protein KNAT3 homeodomain protein		Os08g19650		CUST_8539_PI404877155		-5.9069295		-2.5624084		5.9069295		down

		35_13749		-0.50642776		-0.12408733		-0.32953835		-0.43686008		-0.43873215		-0.3479786		-0.45162773		-0.42872238		-0.6747341		0.37098503		0.5384636		0.28472042		0.48162746		0.37730503		0.48606682		1.120719		1.1387873		1.0271635		-0.30796814		0.07603836		-0.06842804		-0.09704304		-0.18240929		-0.5111618		-0.1844101		-0.3065529		0.099061966		0.6081438		0.53419113		0.6408901		0.068427086		0.10333729		0.17669392		0.14297295		-0.36120987		-0.41974068		1.00E-08		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		35.2		0		not assigned.unknown				 no descriptionnot assigned PSK TT_ORF1 				Cluster: Phytosulfokine-alpha 1 precursor; n=2; Triticum aestivum|Rep: Phytosulfokine-alpha 1 precursor - Triticum aestivum (Wheat)		UniRef90_Q0QD30		6.00E-15		CHR11V5|COORD:2287185..2288453|protein phytosulfokines 2 precursor, putative, expressed		LOC_Os11g05190.1		CUST_48077_PI403524517		-2.088877		-1.0627275		2.088877		down

		35_18300		-0.6980405		-0.9796853		-0.61958265		-0.6551652		-0.9067359		-0.63093185		0.0053772926		-0.16787672		-0.12269735		0.785717		0.37376547		0.29947042		0.31926775		0.37186098		0.36519766		0.66764593		0.7262907		0.76569986		-1.4288101		-0.8541093		-1.310514		-0.9224224		-1.520515		-1.3290782		-0.7312279		-0.49130774		-0.7735872		-0.005376816		1.2728581		0.3850665		1.3627582		1.4624758		1.4984641		1.840642		1.480989		1.491456				CHR3V7|COORD:543470..545485| MEE31 (maternal effect embryo arrest 31); mannose-6-phosphate isomerase		AT3G02570.1		10		0		cell wall.precursor synthesis.phosphomannose isomerase				 no descriptionmoderately similar to ( 302)AT3G02570| Symbols: MEE31 | MEE31 (maternal effect embryo arrest 31); mannose-6-phosphate isomerase | chr3:543470-545485 REVERSEnot assigned PMI_typeI ManA 				Cluster: Putative mannose-6-phosphate isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mannose-6-phosphate isomerase - Oryza sativa (japonic		UniRef90_Q9FTR6				CHR01V5|COORD:1530937..1536429|protein mannose-6-phosphate isomerase, putative, expressed		LOC_Os01g03710.1		CUST_64084_PI403524517		-2.0705705		-1.0500283		2.0705705		down

		35_27098		-0.8436632		-0.69394016		-0.5790205		-0.5388322		-1.0030646		-0.75988436		-0.74258375		-0.81353617		-0.1326046		0.05508709		0.6698308		0.11537123		-0.2063694		-0.14722204		0.10027981		2.5167856		2.2766638		2.5053215		0.4332819		-0.6165991		0.26262903		0.016474724		-0.3425622		-0.016474247		0.19166899		0.40924263		0.7062316		0.69510794		0.70205116		0.23715448		0.13363552		0.21448135		-0.7189965		-0.53938675		-0.6985941		-1.0094333				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_94807_PI403524517		-2.9378572		-1.5547643		2.9378572		down

		35_17167		-0.6849055		-0.37675095		-0.5493994		-0.96165323		-1.0451691		-1.2294543		-0.94718933		-0.7662606		-0.27469254		0.32720137		0.07854223		0.046178818		0.13368654		0.14431858		0.016076565		0.4514923		0.5016098		0.54184866		-1.0020792		-0.27841997		-0.7208843		-0.28178406		-0.8911309		-0.92025137		0.2061553		0.34843397		0.0686121		0.48740768		0.4915142		0.4147215		0.34427023		0.3164673		0.37191582		-0.016076565		-0.08658838		-0.8584676				CHR2V7|COORD:15599768..15600805| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40935.1); similar to Uncharacterized Cys-rich domain [Medicago		AT2G37110.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 296)AT2G37110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40935.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE78316.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr2:15599768-15600805 FORWARDnot assigned not assigned not assigned not assigned PLAC8 				Cluster: ESTs AU075439; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU075439 - Oryza sativa (japonica cultivar-group)		UniRef90_Q9FYQ0				CHR01V5|COORD:3041285..3044021|protein SAT5, putative, expressed		LOC_Os01g06460.1		CUST_60225_PI403524517		-2.0118074		-1.0084922		2.0118074		down

		35_15636		-1.6565032		-1.0098071		-1.4776559		-2.4230342		-4.2478666		-4.1927958		-3.8946373		-4.840783		-4.8619328		1.5093851		1.4117951		1.2864838		2.1756306		1.8772945		2.2627554		2.0623703		1.946866		1.8643699		-2.996731		-1.7710257		-2.13344		-3.060636		-4.834057		-4.880249		-4.142632		-4.803506		-4.8184505		1.0249791		1.4220414		1.3551931		1.1949782		1.0098076		1.4158349		1.6480126		1.562294		1.5176797				0		0		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (66.6)EA1_MAIZEProtein EGG APPARATUS-1 - Zea mays (Maize)		7.00E-16		Cluster: Hypothetical protein OSJNBb0040H10.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0040H10.32 - Oryza sativa (japonica		UniRef90_Q6Z4F5		3.00E-17		CHR07V5|COORD:24807955..24808673|protein EGG APPARATUS-1 protein, putative, expressed		LOC_Os07g41410.1		CUST_54929_PI403524517		-32.004856		-5.000219		32.004856		down

		35_34573		0.3558812		-0.526809		-0.9410107		-0.3932724		-1.5789409		-0.16192436		-0.17110062		-0.2887292		-0.10380864		1.1177659		1.438457		1.5634699		1.6354475		1.5835514		1.2693744		1.552033		1.4848466		1.586072		-0.054774046		-0.7384894		-0.34250426		-0.6891711		-1.5478501		-0.76396275		0.5115876		0.25163984		0.1124711		-0.47270203		0.20057821		0.49851418		0.041350365		0.32246208		-0.35056376		-0.041350126		-0.10196161		0.07422137						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_122519_PI403524517		-3.7151349		-1.8934146		3.7151349		down

		35_15136		-0.16027737		-0.2098751		-0.21342564		0.23487282		-0.09427261		-0.1852436		-0.33938694		-0.36341476		-0.19695282		0.39125538		0.19736195		0.8998003		0.7732487		1.0416412		0.6827984		1.3270321		1.3867188		1.4527521		1.4100485		-0.3396225		1.1285162		-0.10176659		0.44455433		-0.080682755		0.29237556		-0.16505909		0.253541		0.098968506		-0.044319153		0.15713787		-0.06982899		0.044319153		-0.11324692		-0.04922104		-0.11844635		-0.14542103				CHR5V7|COORD:3209739..3211397| ANN7 (ANN7, ANNEXIN ARABIDOPSIS 7); calcium ion binding / calcium-dependent phospholipid binding		AT5G10230.1		31.1		0		cell.organisation				 no descriptionmoderately similar to ( 378)AT5G10230| Symbols: ANNAT7, ANN7 | ANN7 (ANN7, ANNEXIN ARABIDOPSIS 7); calcium ion binding / calcium-dependent phospholipid binding | chr5:3209739-3211397 REVERSEmoderately similar to ( 334)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Annexin ANX PRK07003 DUF566 APC_basic 				Cluster: Putative annexin P35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative annexin P35 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z6A7				CHR02V5|COORD:31694634..31692292|protein annexin-like protein RJ4, putative, expressed		LOC_Os02g51750.1		CUST_53174_PI403524517		-2.1076283		-1.0756205		2.1076283		down

		35_3095		-0.78372		-0.86095047		-0.6449938		-0.7000408		-0.73593616		-0.37921858		-0.1149044		-0.39177465		-0.49069834		0.30771875		0.12741852		0.49826622		0.6623535		0.56408024		0.68889093		0.50327444		0.63902426		0.5957055		-0.88105917		-0.6235671		-0.15839863		-1.1943254		-1.1273923		-1.1880713		-0.2587042		-0.5762768		-0.27173805		0.1149044		0.14490938		0.5459609		0.6547322		0.54456615		0.5003643		0.92299366		0.36990166		0.3704772		4.00E-34		CHR2V7|COORD:19172847..19173843| ATHB-7 (ARABIDOPSIS THALIANA HOMEOBOX 7); transcription factor		AT2G46680.1		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				 no descriptionweakly similar to ( 140)AT2G46680| Symbols: ATHB7, ATHB-7 | ATHB-7 (ARABIDOPSIS THALIANA HOMEOBOX 7) | chr2:19172847-19173843 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Homeobox HOX homeodomain PRK07003 PRK07764 APC_basic PRK12323 				Cluster: Putative homeodomain leucine zipper protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative homeodomain leucine zipper protein - Oryza sativ		UniRef90_Q651Z5				CHR09V5|COORD:20671273..20672801|protein homeodomain-leucine zipper transcription factor TaHDZipI-1, putative, expressed		LOC_Os09g35910.1		CUST_1748_PI399408534		-2.10899		-1.0765522		2.10899		down

		35_10471		-0.90108967		-0.33149242		-0.35019636		-1.7874384		-1.9897733		-1.896986		-1.9999661		-1.9013915		-2.0266333		0.60364485		0.4753332		0.23274231		0.34570026		-0.014472008		0.57530737		0.3426633		0.3910427		0.27152252		0.85935354		0.2527647		0.91798496		-0.44133902		-0.33741903		-0.4349842		-0.47987413		-1.0658755		-1.0211716		0.81925917		1.1608639		0.77009344		0.5188079		0.48069572		0.39822197		-0.032631874		0.014471531		-0.43867445				CHR3V7|COORD:17742546..17744226| ARAC8/ATROP10/ROP10 (rho-related protein from plants 10); GTP binding / GTPase		AT3G48040.1		30.5		0		signalling.G-proteins				 no descriptionmoderately similar to ( 338)AT5G62880| Symbols: ARAC10, ATRAC10, AtROP11 | ARAC10/ATRAC10/AtROP11 (rho-related protein from plants 11); GTP binding | chr5:25254462-25256165 FORWARDmoderately similar to ( 377)RAC4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rop_like RHO Rho Rac1_like Rho4_like RhoG Cdc42 Wrch_1 Tc10 RhoA_like Ras Rho2 Rho3 Rab Ras RAB Rnd Ras_like_GTPase Rnd2_Rho7 Rnd3_RhoE_Rho8 Rnd1_Rho6 COG1100 RAS Rab5_related Rab21 Rab8_Rab10_Rab13_like RhoBTB H_N_K_Ras_like Rab1_Ypt1 Rab18 Rab23_lke Rab6 Rab7 Ras2 Rab9 RalA_RalB Rab27A M_R_Ras_like Rap_like Rab11_like Rab4 RheB Rab26 Rab2 RSR1 Rab39 RERG_RasL11_like Rab19 Rab15 Rab24 Rap2 Rit_Rin_Ric Ran Rap1 Rab33B_Rab33A Rab3 Rab36_Rab34 RabL4 Rab35 Rab30 Rab14 RabL2 Miro1 RabA_like Rab32_Rab38 Rab20 Rab40 Spg1 RJL Miro Rhes_like Rab12 Ras_dva ARHI_like RAN Rab28 RGK 				Rep: Rac-like GTP-binding protein 4 - Oryza sativa (Rice)		UniRef90_Q67VP4				CHR06V5|COORD:6989940..6993546|protein rac-like GTP-binding protein 4, putative, expressed		LOC_Os06g12790.1		CUST_22807_PI399408534		-3.5385575		-1.8231614		3.5385575		down

		35_16716		-0.51792145		-0.23287392		-0.2043333		-1.5642786		-1.0263362		-1.1754856		-1.2768693		-1.2245083		-0.8379674		1.0514655		1.2719173		1.7790775		0.76780987		0.9831357		0.7962146		1.9273863		1.9831581		1.9371738		0.8483844		0.224082		0.81657267		-0.7948623		-1.1525722		-1.5112848		-0.5221791		-0.90646505		-0.8393445		2.165516		2.4714537		1.5846643		0.33697605		0.31056643		0.098266125		-0.15621471		-0.1770997		-0.098266125				CHR3|COORD:19517630..19520368| similar to beta-fructosidase, putative / beta-fructofuranosidase, putative [Arabidopsis thaliana] (TAIR:At2g36190.1);		AT3G52600.2		2		0		major CHO metabolism.degradation.sucrose.invertases.cell wall				 no descriptionmoderately similar to ( 357)AT3G52600| Symbols: ATCWINV2 | ATCWINV2 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 2); hydrolase, hydrolyzing O-glycosyl compounds | chr3:19518058-19519811 REVERSEhighly similar to ( 513)INV1_ORYSAnot assigned not assigned not assigned Glyco_32 Glyco_hydro_32N Glyco_hydro_32C SacC 				Rep: Cell wall invertase - Lolium perenne (Perennial ryegrass)		UniRef90_Q2QI10				CHR02V5|COORD:19676675..19681382|protein beta-fructofuranosidase, insoluble isoenzyme 1 precursor, putative, expressed		LOC_Os02g33110.1		CUST_58597_PI403524517		-4.8709817		-2.2842126		4.8709817		down

		35_38086		-0.44938946		-0.42934465		-1.2220693		-1.1308961		-1.3831241		-1.149852		-0.92856956		-1.9160528		-1.0601616		0.044571877		0.2469554		0.4106598		0.14498043		0.092066765		-0.014746189		0.49574518		0.7114568		0.8855438		-0.74930763		0.74531746		0.33765697		0.13237715		-0.7518296		-0.5375762		0.014745712		0.3722844		0.17713594		0.8550334		0.6053219		0.9313364		-0.09262133		0.26737309		-0.09848881		-1.0204341		-0.42341423		-0.25965643						0		35.2		0		not assigned.unknown				 no description		6.00E-17		Cluster: Protein kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult		UniRef90_Q10SF4		8.00E-10		CHR03V5|COORD:1388347..1390179|protein ATP binding protein, putative, expressed		LOC_Os03g03290.1		CUST_135798_PI403524517		-2.656695		-1.4096326		2.656695		down

		35_22326		-0.014647484		-0.40380573		-0.44087696		-0.8436308		-0.47920322		-0.34768867		-0.5357952		-0.5548954		-0.71364117		0.08228016		0.30849934		-0.32018375		-0.17902946		0.069304466		0.48861217		1.4534369		1.4637032		1.3846531		-0.11831379		0.014647484		0.04115486		-0.45511818		-0.085502625		-0.55413437		-0.41025257		-0.46021938		-0.4570961		0.628602		0.79794884		0.09183407		0.5320873		0.4265766		0.22688198		0.34408188		0.20744896		0.29571438		5.00E-06		CHR2V7|COORD:8012367..8014849| protein kinase family protein		AT2G18470.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 		4.00E-14		Cluster: Hypothetical protein P0455H03.46; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455H03.46 - Oryza sativa (japonica cultivar-g		UniRef90_Q942H1		2.00E-15		CHR01V5|COORD:18238996..18238369|protein expressed protein		LOC_Os01g32670.1		CUST_77876_PI403524517		-2.0132072		-1.0094956		2.0132072		down

		Contig18796_at		-1.7857094		-1.0952306		-2.1867595		-2.4161134		-1.8183904		-1.8722839		-1.8377204		-1.7515769		-0.7663889		-0.6536956		-0.58532715		-0.32846403		-0.73569965		-0.5622492		0.62011385		1.8795505		1.8656878		2.1738372		0.260386		0.7381053		0.38397264		1.1275792		0.50916004		1.0215354		1.9110646		1.8160062		1.5583377		-1.8756452		-1.3561058		-1.764946		0.66159964		0.27539682		0.9450884		0.39692736		-0.04454279		0.04454279		2.00E-41		ethylene-responsive transcriptional coactivator, putative		At3g24500.1     		17		0		hormone metabolism.ethylene.induced-regulated-responsive-activated				ethylene-responsive transciptional coactivator-like protein		9.00E-43		ethylene-responsive transciptional coactivator-like protein [Retama raetam]		AAL32037.2      				protein ethylene-responsive transciptional coactivator-like protein		Os06g39240		CUST_6259_PI404877155		-4.388627		-2.1337698		4.388627		down

		35_6100		-0.5182648		-0.3849373		-0.3749175		-0.7749338		-0.87567997		-1.0033994		-1.0892782		-0.7262497		-0.49435234		1.2477136		1.0795465		1.054668		1.1847563		1.0080409		1.0901933		0.68143845		0.75406647		0.80413723		-1.4497504		0.040802002		-0.9086137		-0.0026388168		-0.90213394		-0.8471012		-0.13183737		0.040296555		-0.107378006		0.7796159		0.86111164		1.0879703		0.55847836		0.44304466		0.55739355		0.00263834		-0.020921707		-0.19693041		2.00E-32		CHR4V7|COORD:11402474..11405036| protein kinase family protein		AT4G21410.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionweakly similar to ( 124)AT4G11530| Symbols:  | protein kinase family protein | chr4:6985617-6989593 FORWARDvery weakly similar to (57.4)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned Pkinase_Tyr 				Cluster: Putative serine/threonine kinase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase protein - Oryza sativa (jap		UniRef90_Q84S65				CHR07V5|COORD:21357959..21364861|protein receptor-like serine-threonine protein kinase, putative, expressed		LOC_Os07g35660.1		CUST_25300_PI399408534		-3.210844		-1.6829526		3.210844		down

		35_21780		-1.0253291		-0.69345236		-0.59554577		-1.2261219		-1.0642796		-1.1629767		-1.3877459		-1.3823242		-1.2755051		0.90470886		0.8821583		0.86872005		0.38185215		0.20924473		0.50629807		0.24266243		0.2439928		0.20478153		-0.9089117		-0.20478153		-0.6530695		-0.9095788		-1.0868821		-1.0304914		-0.73680687		-1.0852418		-1.2074976		0.80700684		0.72377014		0.7963896		0.6618366		0.64488983		0.43584728		0.2801447		0.41618824		0.2901621				CHR4V7|COORD:9773734..9775437| RAB1C; GTP binding		AT4G17530.1		30.5		0		signalling.G-proteins				 no descriptionmoderately similar to ( 295)AT3G11730| Symbols: AtRABD1, ATFP8 | ATFP8 (Arabidopsis Rab GTPase homolog D1); GTP binding | chr3:3709496-3711403 REVERSEmoderately similar to ( 357)YPTM1_MAIZEGTP-binding protein YPTM1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like RAB Ras Rab Rab35 RabA_like Rab11_like Rab19 Rab18 Rab3 Rab5_related Rab2 Rab4 Rab26 Rab6 Rab30 Rab15 Rab39 Rab21 Rab14 Rab33B_Rab33A Rab7 Rab32_Rab38 Ras_like_GTPase Ras Rab27A Rab12 Rab40 RAS COG1100 RJL Rab28 Rab9 Rab23_lke Rab36_Rab34 Rap_like RalA_RalB Rho RheB Rab24 M_R_Ras_like H_N_K_Ras_like RabL4 Ras2 RabL2 RHO Rap2 Rap1 RSR1 Ran RERG_RasL11_like Rho4_like Spg1 Rit_Rin_Ric ARHI_like Wrch_1 Rho2 RGK Rab20 RhoA_like Miro Rho3 RAN Rop_like Tc10 Rac1_like RhoG Arf_Arl Ras_dva Arl10_like Rnd3_RhoE_Rho8 Rhes_like Rnd Arl4_Arl7 Rnd2_Rho7 RabL3 Rnd1_Rho6 Arf Miro1 Arfrp1 Arl5_Arl8 Cdc42 ARF Sar1 Arl2 Arf1_5_like ARLTS1 Arl3 Arf6 COG2229 RRP22 Arl1 RhoBTB Centaurin_gamma ARD1 				Rep: GTP-binding protein YPTM1 - Zea mays (Maize)		UniRef90_P16976				CHR05V5|COORD:268749..265404|protein GTP-binding protein YPTM1, putative, expressed		LOC_Os05g01490.1		CUST_29037_PI399408534		-2.9983916		-1.5841888		2.9983916		down

		35_10238		0.26403046		-0.22764874		0.280828		0.54748344		-0.022858143		-0.008087158		0.29245853		-0.095178366		0.3708949		2.4524755		2.6561885		2.3970785		2.2909927		2.5393333		1.8263636		2.097447		2.2152739		2.3435035		-0.9235318		-1.7384257		-1.1557279		-0.58487844		-1.7589674		-1.3868299		0.27577162		-0.42760324		-0.24817061		0.07516813		-0.13864613		0.61781883		-0.038436413		-0.18939376		0.008087158		-0.25583076		-0.7408879		-2.0404096				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_35502_PI403524517		-4.461148		-2.157415		4.461148		down

		35_1473		-0.12284851		0.0062360764		-0.12407303		-0.08232212		-0.3399887		-0.10382271		-0.00623703		-0.15394592		-0.15338802		0.6485586		0.20648098		1.6552572		0.85880184		0.9836874		0.91598606		1.3007612		1.367816		1.3559389		3.2448254		-0.05850315		2.9560585		-0.12092018		0.49218655		-0.0682621		0.17325115		0.23178768		0.61972046		0.7080889		-0.25903702		0.087610245		-0.042957306		-0.16153526		-0.16549969		-0.05015278		-0.12778664		-0.19970798				CHR5V7|COORD:20214991..20217394| KOR1 (KORRIGAN); hydrolase, hydrolyzing O-glycosyl compounds		AT5G49720.1		10		0		cell wall.degradation.cellulases and beta -1,4-glucanases				 no descriptionhighly similar to ( 835)AT5G49720| Symbols: DEC, KOR, RSW2, OR16PEP, IRX2, KOR1 | KOR1 (KORRIGAN); hydrolase, hydrolyzing O-glycosyl compounds | chr5:20214991-20217394 REVERSEnearly identical (1028)GUN10_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_9 DUF566 PRK12323 				Rep: Endoglucanase 10 - Oryza sativa (Rice)		UniRef90_Q84R49				CHR03V5|COORD:30135698..30132196|protein endo-1,4-beta-glucanase Cel1, putative, expressed		LOC_Os03g52630.1		CUST_5335_PI403524517		-2.2231894		-1.1526308		2.2231894		down

		35_21064		-0.9725132		0.014262199		-0.3758893		-2.804647		-0.41566992		-0.47959423		-1.0467813		-1.45542		-0.9483378		0.92636156		0.3146596		0.7618699		0.6563988		0.39107275		0.76066065		0.9723382		0.90899134		0.6605196		-0.45007133		0.22942924		-0.19354105		-1.0901039		-0.014262199		-0.3014164		0.018842697		-0.43579435		0.057557583		-0.08944082		0.8131566		0.39962864		0.6125274		0.4508829		0.5680704		-0.38277388		-0.113780975		-0.35524845		1.00E-33		CHR1V7|COORD:27289966..27292001| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01070.1); similar to Os11g0546100 [Oryza sativa (japonica		AT1G72480.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 117)AT1G72480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01070.1); similar to Os11g0546100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068063.1); similar to Os09g0439700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063277.1); similar to Lung seven transmembrane receptor family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95807.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr1:27289966-27292001 REVERSEnot assigned not assigned not assigned Lung_7-TM_R 				Cluster: Putative membrane protein PTM1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein PTM1 - Oryza sativa (japonica cultivar-group		UniRef90_Q8H399				CHR07V5|COORD:25318760..25321486|protein TMEM87A protein, putative, expressed		LOC_Os07g42310.1		CUST_73459_PI403524517		-3.1353076		-1.648607		3.1353076		down

		Contig6557_s_at		0.32161713		0.6227865		0.28785706		-0.18043995		-0.7172651		-0.27614403		-0.5694828		0.11124134		-0.03969574		1.2702723		1.2217989		0.6240616		0.7548418		0.8682833		1.3284483		1.2078018		1.0907211		1.114069		-0.45659542		-0.591197		-0.5585213		0.039694786		-0.17124939		0.06744671		-0.16445541		-0.17155743		-0.054174423		0.2829504		0.41019535		0.66254425		-1.3441725		-1.4399176		-1.1497192		-1.4039536		-1.7062769		-1.7330885		2.00E-25		23.6 kDa mitochondrial small heat shock protein (HSP23.6-M)		At4g25200.1     		20		0		stress.abiotic.heat				NONE				small heat shock protein Hsp23.6 [Triticum aestivum]		AAD03605.1      				protein small heat shock protein Hsp23.6		Os06g11610		CUST_12811_PI404877155		-2.1468222		-1.1022027		2.1468222		down

		35_46262		-1.6562028		-1.6920838		-2.0611959		-2.958877		-1.6006188		-1.9472327		-1.4059486		-1.4133644		-2.3077278		-1.7339554		-2.0936837		-1.5280585		-1.7358756		-1.545701		-0.6230068		0.7236142		0.9086795		0.86951923		0.5064068		-0.20657921		0.030376434		0.28407192		0.6810856		0.64360905		0.35965872		0.58042574		0.46939135		0.647635		0.42558384		0.5698924		0.46724796		0.57380056		-0.072423935		-0.030375957		0.17204666		0.19592047				CHR3V7|COORD:3991494..3993696| HSP70 (heat shock protein 70); ATP binding		AT3G12580.1		20		0		stress.abiotic.heat				 no descriptionmoderately similar to ( 240)AT3G12580| Symbols: HSP70 | HSP70 (heat shock protein 70); ATP binding | chr3:3991494-3993696 REVERSEmoderately similar to ( 237)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned HSP70 DnaK dnaK dnaK hscA hscA 				Cluster: Heat shock 70 kDa protein cognate 4; n=22; Endopterygota|Rep: Heat shock 70 kDa protein cognate 4 - Manduca sexta (Tobacco hawkmoth) (Tobacco hornworm)		UniRef90_Q9U639				CHR03V5|COORD:9349210..9352126|protein heat shock cognate 70 kDa protein 2, putative, expressed		LOC_Os03g16860.2		CUST_166050_PI403524517		-2.2080204		-1.1427536		2.2080204		down

		35_49886		-0.7805333		-0.7905903		-0.78356314		-0.7453046		-1.0700574		-1.6860735		-1.1826673		-1.3149815		-0.030611992		1.0873466		1.002985		1.0595598		1.002985		0.9142904		0.6633582		0.41023064		0.030612469		0.41447687		-1.4363854		-0.6066308		-1.2944579		-1.1512165		-1.4058781		-1.4422567		-1.5543826		-1.5937941		-1.2792964		0.8800144		1.0019913		1.1399603		1.6045289		1.7660689		1.4136415		1.0951023		1.2660713		1.3349404		9.00E-07		CHR5V7|COORD:9789902..9792238| serine-type peptidase/ trypsin		AT5G27660.1		29		0		protein.degradation.serine protease				 no descriptionvery weakly similar to (50.4)AT5G27660| Symbols:  | serine-type peptidase/ trypsin | chr5:9789902-9792238 REVERSE				Cluster: Os09g0436400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0436400 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J1J3				CHR09V5|COORD:16048137..16058300|protein protease Do-like 14, putative, expressed		LOC_Os09g26550.2		CUST_179363_PI403524517		-3.1675308		-1.6633587		3.1675308		down

		35_6216		-0.29681253		-0.14444447		-0.3785782		-0.5348897		-0.48649073		-0.92385054		-0.58303404		-0.6263733		-0.42788076		0.79956055		0.6731577		0.29356956		0.61445		0.73689127		0.6774998		0.8797159		0.97415257		0.84168243		-0.37996387		-0.5105014		-0.61834335		-0.3467312		-0.33038378		-0.54591274		-0.27457952		-0.18497372		-0.36607075		0.29505348		0.52153826		0.35850906		0.34676266		0.34760094		0.36656952		0.38506842		0.16082191		0.14444447				CHR3V7|COORD:19944131..19946164| lectin protein kinase, putative		AT3G53810.1		26.16		0		misc.myrosinases-lectin-jacalin				 no descriptionmoderately similar to ( 451)AT3G53810| Symbols:  | lectin protein kinase, putative | chr3:19944131-19946164 REVERSEmoderately similar to ( 206)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase S_TKc Pkinase_Tyr PTKc S_TKc PTKc_Csk_like PTKc_EGFR_like PTKc_Srm_Brk PTKc_EphR SPS1 PTKc_EphR_A2 PTKc_Jak_rpt2 PTKc_Abl PTKc_Frk_like PTKc_Tec_like PTKc_Ack_like PTKc_Src_like PTKc_Fes_like PTKc_EphR_B PTKc_Syk_like PTKc_EphR_A PTKc_Trk PTKc_Chk PTKc_InsR_like PTKc_Btk_Bmx PTKc_Fer PTKc_Csk PTKc_Itk PTKc_c-ros PTKc_EphR_A10 PTKc_Ror PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Jak2_Jak3_rpt2 PTKc_Lck_Blk PTKc_FAK PTKc_TrkB PTKc_HER4 PTKc_ALK_LTK PTKc_Musk PTKc_Tec_Rlk PTKc_DDR PTKc_Aatyk PTKc_Tie2 PTKc_Fes PTKc_Fyn_Yrk PTKc_TrkA PTKc_EGFR PTKc_Axl_like PTKc_Lyn PTKc_PDGFR PTKc_HER2 PTKc_Src PTKc_Met_Ron PTKc_FGFR4 PTK_HER3 PTKc_InsR PTKc_DDR_like PTKc_Tie PTKc_Tie1 PTKc_DDR1 PTKc_FGFR1 PTKc_Zap-70 PTK_Ryk PRK12678 PTKc_Syk PTKc_FGFR3 PTKc_FGFR2 PTK_CCK4 PRK07764 PTKc_Axl PTKc_IGF-1R PTKc_Yes PTKc_Hck PTKc_Aatyk1_Aatyk3 PTKc_DDR2 PTKc_Ror1 PTK_Jak2_Jak3_rpt1 PTKc_Ror2 PRK07003 PTKc_Tyro3 PTKc_Jak1_rpt2 PTK_Jak_rpt1 PRK12323 PTKc_RET PTK_Jak1_rpt1 PTKc_Aatyk2 PRK12372 APC_basic SerH Herpes_BLLF1 DUF390 PTK_Tyk2_rpt1 				Rep: OSIGBa0125M19.7 protein - Oryza sativa (Rice)		UniRef90_Q00RH9				CHR04V5|COORD:26357009..26359683|protein protein kinase, putative, expressed		LOC_Os04g44910.1		CUST_21424_PI403524517		-2.3139172		-1.2103372		2.3139172		down

		35_20517		-1.039134		-0.41383743		-0.4621539		-1.7226572		-1.0902209		-1.4028764		-1.152255		-1.421319		-1.3131056		1.3903532		1.5426769		1.3356352		0.84852695		0.65180874		1.075758		0.4543891		0.31023312		0.55655813		-0.88456917		-0.33554316		-0.31023264		-1.0822105		-1.7923493		-1.3798933		-0.7974205		-0.7826958		-0.90954304		1.7593298		1.7508507		1.7892656		1.1670084		1.0127764		1.2542534		0.6955261		0.6208668		0.763052				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_71583_PI403524517		-4.056931		-2.0203888		4.056931		down

		35_24780		-0.012462616		0.29384136		0.43945408		-0.73034096		-0.73482513		-0.7964468		-0.7021866		-0.8147116		-1.218524		1.0815849		1.1901932		1.047163		0.49877357		0.14914417		0.732851		0.6146889		0.6216879		0.5885		0.26190376		0.8945675		0.5436945		-0.28002834		-0.61832523		-0.7392998		-0.45132923		-0.85734844		-0.7848234		1.5685406		1.3234959		1.1188173		-0.037745476		-0.004878998		0.004878044		-0.18055058		-0.3970232		-0.36522007		1.00E-08		CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein		AT4G15200.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 TT_ORF1 infB 		1.40E-45		Cluster: Hypothetical protein OSJNBa0083M16.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0083M16.18 - Oryza sativa (japonica		UniRef90_Q943S3				CHR01V5|COORD:1835996..1834972|protein expressed protein		LOC_Os01g04170.1		CUST_86522_PI403524517		-2.2975364		-1.2000877		2.2975364		down

		35_36045		3.4427538		2.5396104		2.3683825		2.4799647		-0.5889994		0.7642859		1.5250038		0.09723151		1.1381031		6.1723123		4.872964		4.012978		3.336411		2.168326		1.9153239		3.5689764		3.6183858		3.624229		-0.3118105		-0.47888958		-0.5951531		-0.6083336		-0.4380901		-0.64823425		-0.46273148		-0.4946791		-0.48603988		3.1267347		-0.42909694		-0.49401343		-0.25959468		-0.09723151		-0.3909824		-0.2870643		-0.4399501		-0.5992423						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_128219_PI403524517		-4.498005		-2.1692853		4.498005		down

		35_49749		-2.1384835		-1.8912354		-2.1277738		-1.0065403		-1.1025991		-1.0686178		-1.4911027		-1.197782		-0.86625385		0.47300863		0.2534995		0.67252684		0.5875373		0.5032182		0.164433		0.49541998		0.6009841		0.4929614		-2.5020776		-1.2258854		-1.7498236		-0.5408397		-0.69437695		-0.90143824		-0.50863504		-0.164433		-0.18602228		0.49487638		0.6014886		0.68938494		0.7474799		0.60516405		0.6253886		0.43743277		0.18578053		0.28946257						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_178863_PI403524517		-3.741911		-1.9037752		3.741911		down

		35_21749		-0.6416223		-0.12481284		-0.8707483		-0.456784		-0.8368623		-0.96761346		-0.89842415		-0.9366131		-0.7336745		-0.43085575		0.350976		-0.4711311		0.5235338		1.9931302		1.9225745		1.0440807		1.1258049		0.98764515		0.37811852		-0.7733965		-0.20291233		1.033916		-1.7507114		-1.4347327		-0.77966285		1.863389		-0.31405163		0.26724195		0.50673723		0.1248126		0.13807535		-0.2907703		0.64031553		0.615458		0.20778894		0.37636757		8.00E-24		CHR1V7|COORD:2689113..2689884| plastocyanin-like domain-containing protein		AT1G08500.1		26.19		0		misc.plastocyanin-like				 no descriptionweakly similar to ( 106)AT1G08500| Symbols:  | plastocyanin-like domain-containing protein | chr1:2689113-2689884 FORWARDCu_bind_like 		2.00E-44		Cluster: OSJNBa0036E02.28 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0036E02.28 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q9FTP2		1.40E-45		CHR01V5|COORD:10047087..10045042|protein blue copper protein precursor, putative, expressed		LOC_Os01g17470.1		CUST_75876_PI403524517		-2.8312414		-1.5014348		2.8312414		down

		35_31169		-0.66433287		-0.4389348		-0.42178345		-0.327662		-0.31195354		-0.48416042		-0.57893896		-0.19338894		-0.42028713		0.5940552		0.53000927		0.3480978		0.9605131		0.8186245		0.95920277		0.48859787		0.46311378		0.46443844		-1.203136		-0.22697449		-0.86618567		-0.357244		-0.33007812		-0.4797716		-0.5893855		-0.42942905		-0.47836494		0.3889532		0.199337		0.7424669		0.46905518		0.7111645		0.50844765		0.39881325		0.2900362		0.19338799		1.00E-04		CHR1V7|COORD:10868594..10870955| WRKY14 (WRKY DNA-binding protein 14); transcription factor		AT1G30650.1		35.2		0		not assigned.unknown				 no description		1.00E-14		Rep: WRKY transcription factor 66 - Oryza sativa (indica cultivar-group)		UniRef90_Q6IEL5		5.00E-16		CHR02V5|COORD:28720914..28725064|protein OsWRKY66 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os02g47060.1		CUST_109680_PI403524517		-2.0734174		-1.0520105		2.0734174		down

		35_18166		-2.32574		-4.3740015		-0.85771513		-2.5094268		-1.7015314		-4.158286		-4.463728		-4.5025644		-3.1333234		-2.7813838		4.4329634		-1.7429361		3.0003119		2.5289812		-0.10250139		6.114209		6.093054		6.0957603		-1.6164584		-4.104789		-4.323518		-2.2380564		3.0232744		1.6577582		1.6155686		-2.483819		5.259453		3.0224075		3.3084927		-0.29387903		0.7984767		0.7717018		0.56934595		0.33331203		0.19704008		0.10250187				CHR2V7|COORD:17934416..17935948| pirin, putative		AT2G43120.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 272)AT2G43120| Symbols:  | pirin, putative | chr2:17934416-17935948 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1741 Pirin Pirin_C PRK07003 TT_ORF1 PRK12678 APC_basic PRK12323 Protamine_P1 				Cluster: Os08g0364900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0364900 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J657				CHR08V5|COORD:16759520..16763584|protein pirin-like protein, putative, expressed		LOC_Os08g27720.1		CUST_63629_PI403524517		-53.4653		-5.740531		53.4653		down

		35_4938		-0.890574		-0.64459324		-0.80360746		-1.0510654		-1.2248816		-1.003933		-2.0321188		-1.3431115		-1.0145144		-0.8199687		-0.37347794		-0.6967735		0.6657429		0.74196243		1.1021748		2.1880722		2.2095928		2.176118		0.26281738		-0.23621178		0.31730747		0.033169746		-0.20100117		-0.033169746		0.33545685		0.21669388		0.14437103		-1.086482		-0.2653923		-0.25593758		0.481699		0.25528145		0.45698166		0.5775728		0.21306896		0.035930634		5.00E-06		CHR5V7|COORD:3872652..3873197| proline-rich family protein		AT5G11990.1		35.2		0		not assigned.unknown				 no description		3.00E-06		Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86		UniRef90_Q4A2B5		4.00E-07		CHR11V5|COORD:5706717..5706014|protein expressed protein		LOC_Os11g10470.1		CUST_17075_PI403524517		-3.7615204		-1.9113159		3.7615204		down

		35_32806		-0.08629942		-0.15271616		-0.22736073		-0.76679635		0.5408006		0.36296892		-1.1827462		-0.88488436		0.16658735		1.9034147		2.4149494		2.2489386		1.8693581		2.0398073		2.1333046		2.3181696		2.1665454		2.3710408		-0.428679		1.2672629		0.30352736		-0.52026844		-0.8167896		-1.7222357		0.08337259		-1.3373122		-0.2098403		2.5281162		2.6423836		2.4597144		-0.08337307		-0.14316797		-0.49568796		-0.5263581		-1.5924246		-1.483093						0		20.1		0		stress.biotic				 no descriptionweakly similar to ( 108)XIP1_WHEATXylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)		1.00E-22		Cluster: Xylanase inhibitor protein 1 precursor; n=2; Triticum aestivum|Rep: Xylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)		UniRef90_Q8L5C6		2.00E-15		CHR06V5|COORD:14641576..14640580|protein xylanase inhibitor protein 1 precursor, putative, expressed		LOC_Os06g24990.1		CUST_115677_PI403524517		-5.31719		-2.410664		5.31719		down

		35_7092		-0.17535305		-0.27277994		-0.08914089		-0.21254158		-0.5910773		-1.1794596		-0.13374329		-0.68266916		-0.3880825		0.7210212		0.75023985		0.16393375		0.6160903		0.83233213		0.64221954		1.1745963		1.2613006		1.4583154		1.6623988		-0.37671137		1.2513614		-0.38988924		-0.006319523		-0.27665472		-0.19884539		-0.085026264		-0.36760426		0.31274128		0.6417432		0.62334394		-0.036959648		0.22061062		0.22934532		0.1421876		0.006319523		-0.39839458				CHR4V7|COORD:8884216..8887252| CLA1 (CLOROPLASTOS ALTERADOS 1)		AT4G15560.1		16		0		secondary metabolism.isoprenoids.non-mevalonate pathway.DXS				 no descriptionmoderately similar to ( 468)AT4G15560| Symbols: DEF, CLA, DXS, DXPS2, CLA1 | CLA1 (CLOROPLASTOS ALTERADOS 1) | chr4:8884216-8887252 FORWARDhighly similar to ( 512)DXS_ORYSAnot assigned not assigned not assigned PRK05444 Dxs PRK12571 PRK12315 Transket_pyr COG3958 TPP_DXS PRK05899 Herpes_BLLF1 DUF566 TktA 				Cluster: 1-deoxy-D-xylulose 5-phosphate synthase 1; n=4; Poaceae|Rep: 1-deoxy-D-xylulose 5-phosphate synthase 1 - Zea mays (Maize)		UniRef90_Q58I00				CHR05V5|COORD:19879969..19873989|protein 1-deoxy-D-xylulose-5-phosphate synthase, chloroplast precursor, putative, expressed		LOC_Os05g33840.1		CUST_24435_PI403524517		-2.3958607		-1.2605441		2.3958607		down

		35_41524		-4.3871584		-4.07495		-4.1971993		-5.09691		-4.894703		-4.8609095		-4.279313		-4.4616523		-4.857391		-3.7001367		-3.3248615		-3.380952		-2.121151		-3.736878		0.20996189		-3.606791		-3.8180337		-3.6777086		-0.14825058		1.1980124		0.6297884		0.5749712		0.18056679		0.14825058		0.6822033		0.4640627		0.6070423		1.2685661		1.375		1.6279821		1.2146463		1.284442		1.267211		1.5155706		1.2496214		1.3361359						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_148427_PI403524517		-2.9289935		-1.550405		2.9289935		down

		Contig9738_at		-1.4572186		-1.1913958		-0.9110799		-1.7087445		-1.5655794		-1.9392495		-2.5975375		-2.373414		-1.5071745		-0.75471735		-0.419868		-0.63410187		-0.95232487		-0.8870082		-0.3910885		0.6800027		0.6582179		0.6325383		1.571692		0.7536397		1.4023633		0.128788		0.8636737		-0.004962921		-0.21368742		-0.16479969		0.004962921		1.1261353		1.6747413		0.7445359		0.41552877		0.47190666		0.20663166		0.48187828		0.48979902		0.2541194		2.00E-44		senescence/dehydration- associated protein-related (ERD7)		At2g17840.1     		20		0		stress.abiotic.drought/salt				NONE				putative senescence-associated protein [Oryza sativa] dbj|BAD61717.1| putative ERD7 protein [Oryza sativa (japonica cultivar-group)] dbj|BAD		AAL79714.1      				protein Senescence-associated protein, putative		Os06g50330		CUST_15893_PI404877155		-2.7602186		-1.4647826		2.7602186		down

		35_15215		-0.15689659		-0.60603905		-0.45071697		-0.51345825		-0.6794777		-0.47744083		-0.7675905		-0.39947224		-0.47152042		0.013870239		0.1316576		-0.18675423		1.1915674		0.9836235		1.1408577		0.66402245		0.654253		0.61665154		-1.0746183		-0.28054667		-0.8245821		0.052324295		-0.31461048		-0.2882328		0.056173325		-0.013870239		-0.094264984		-0.24115467		0.027008057		0.57761574		0.38040924		0.50263023		0.4187479		0.683691		0.20855713		0.28419018		1.00E-41		CHR2V7|COORD:19562115..19563026| universal stress protein (USP) family protein		AT2G47710.1		20		0		stress.abiotic.unspecified				 no descriptionweakly similar to ( 152)AT2G47710| Symbols:  | universal stress protein (USP) family protein | chr2:19562115-19563026 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned USP_Like Usp UspA STK_N PRK12678 PRK12323 				Cluster: Universal stress protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Universal stress protein - Hordeum vulgare var. distichum (Two-rowed barley)		UniRef90_Q4VSM2				CHR07V5|COORD:28466708..28468880|protein universal stress protein, putative, expressed		LOC_Os07g47620.1		CUST_53490_PI403524517		-2.1160495		-1.0813735		2.1160495		down

		35_19302		-0.9360466		-0.80500317		-0.47172642		-1.3725176		-0.71869755		-1.3618631		-1.3376932		-1.3289013		-1.0892963		-0.38284492		0.13265419		-0.5858116		-0.16806602		-0.13265324		0.30570507		1.9747334		1.9360008		1.9247255		0.32499504		0.5855551		0.8017931		-0.23418999		0.26785755		-0.5424576		-0.31185055		-0.5022049		-0.22583485		1.1194801		1.5324526		0.52752495		0.47759056		0.7994089		0.56089306		0.7735615		0.3678608		0.4013071		1.00E-29		CHR5V7|COORD:290031..291106| Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana]		AT5G01750.2		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 125)AT5G01750| Symbols:  | Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11740.1); similar to Protein of unknown function DUF567 [Medicago truncatula] (GB:ABE88873.1); contains InterPro domain Protein of unknown function DUF567; (InterPro:IPR007612) | chr5:290031-291106 FORWARDnot assigned DUF567 PRK12323 				Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10BI2				CHR03V5|COORD:34185146..34184019|protein expressed protein		LOC_Os03g60220.1		CUST_67571_PI403524517		-3.0375535		-1.6029098		3.0375535		down

		35_27979		-0.74306107		-0.7856312		-0.55308914		-1.0710812		-1.0543785		-1.366499		-1.2833605		-0.93326473		-1.065587		0.5397968		0.53757095		0.6033478		0.27998447		0.2350874		-0.46984386		0.61293507		0.5498285		0.5482216		-0.14319515		0.3651352		0.015968323		0.31082344		-0.1428194		0.0800333		-0.015968323		0.20312023		0.30742645		-0.57964325		-0.28502846		-0.24420738		0.21200657		-0.056723595		0.3890009		-0.33719063		0.2975521		0.27329922				CHR3|COORD:19516614..19517910| ubiquitin extension protein 1 (UBQ1) / 60S ribosomal protein L40 (RPL40B), identical to GI:166929, GI:166930		AT3G52590.1		29		0		protein.degradation.ubiquitin.ubiquitin				 no descriptionmoderately similar to ( 215)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDweakly similar to ( 139)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Ribosomal_L40e AN1_N RAD23_N Scythe_N UBQ Fubi parkin_N ISG15_repeat2 NIRF_N RPL40A GDX_N SF3a120_C DC_UbP_C 				Rep: 60S ribosomal protein L40 - Aspergillus terreus NIH2624		UniRef90_Q0CR75				CHR09V5|COORD:22692186..22694404|protein ubiquitin fusion protein, putative, expressed		LOC_Os09g39500.1		CUST_97992_PI403524517		-2.5773273		-1.3658757		2.5773273		down

		35_24737		-0.9789233		-0.7209158		-0.49905682		-0.9034939		-0.75667334		-0.63019943		-0.8708329		-1.1442842		-0.7873869		0.7480459		0.8210106		0.5968275		0.6405945		0.4984026		0.5011921		0.45767212		0.5404768		0.55933285		-0.8953967		-0.26404		-0.614954		-0.4728756		-0.41085625		-0.38335133		-0.48775482		-0.55399036		-0.16358185		0.3567562		0.41227245		0.44701672		0.35405445		0.27085304		0.33924294		0.1635809		0.17562485		0.270113		1.00E-41		CHR1V7|COORD:1647879..1658676| CALS1 (CALLOSE SYNTHASE 1); transferase, transferring glycosyl groups		AT1G05570.1		3.6		0		minor CHO metabolism.callose				 no descriptionweakly similar to ( 166)AT1G05570| Symbols: GSL06, ATGSL6, ATGSL06, GSL6, CALS1 | CALS1 (CALLOSE SYNTHASE 1); transferase, transferring glycosyl groups | chr1:1647879-1658676 REVERSEnot assigned 				Cluster: Putative glucan synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glucan synthase - Oryza sativa (japonica cultivar-group)		UniRef90_Q8S5U9				CHR03V5|COORD:1580404..1560519|protein CALS1, putative, expressed		LOC_Os03g03610.1		CUST_86374_PI403524517		-2.6502836		-1.4061468		2.6502836		down

		35_49592		0.5168872		0.32126665		0.56089497		-0.80661964		-0.49821758		-0.46673012		-0.8904388		-0.52377224		-0.65939856		0.84094715		0.643878		1.1631551		0.9630585		1.0042801		0.37576246		1.3770652		1.4105673		1.4829521		0.058787823		0.39578152		0.8040743		-0.6312065		-0.5100212		-0.61782694		-0.7490721		-0.9070287		-0.33041		0.7202091		0.4575019		-0.0587883		-0.5769453		-0.75537586		0.15340662		-0.7750044		-0.8083873		-1.1775806		2.00E-31		CHR1V7|COORD:27221341..27224628| leucine-rich repeat transmembrane protein kinase, putative		AT1G72300.1		20.1		0		stress.biotic				 no descriptionweakly similar to ( 120)AT1G72300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:27221341-27224628 REVERSEvery weakly similar to (90.1)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned COG4886 				Cluster: Putative leucine-rich repeat receptor-like kinase; n=4; Oryza|Rep: Putative leucine-rich repeat receptor-like kinase - Oryza rufipogon (Brownbeard rice		UniRef90_Q5UD34				CHR02V5|COORD:2937377..2933892|protein phytosulfokine receptor precursor, putative, expressed		LOC_Os02g05910.1		CUST_178326_PI403524517		-2.4637673		-1.300866		2.4637673		down

		35_31706		-0.31595516		-0.61862516		-0.33669806		-1.2351656		-1.0786376		-1.2392502		-1.0064459		-1.5316901		-1.0595074		0.30949306		0.039422035		-0.105914116		-0.065103054		-0.012543678		0.5278301		-0.12448788		0.012543678		0.18870306		1.8326774		0.20212269		1.4246383		0.20187426		0.34857225		0.017644882		0.6523032		0.51389456		0.4984584		0.6696272		0.8828039		0.53464985		-0.25002098		-0.2669344		0.40199518		-0.30148315		-0.3518734		-0.42815495		2.00E-06		CHR3V7|COORD:22510548..22511816| FLA10 (fasciclin-like arabinogalactan-protein 10)		AT3G60900.1		35.2		0		not assigned.unknown				 no description		2.00E-13		Cluster: Fasciclin-like protein FLA3; n=1; Triticum aestivum|Rep: Fasciclin-like protein FLA3 - Triticum aestivum (Wheat)		UniRef90_Q06IA3		3.00E-13		CHR08V5|COORD:13855377..13852197|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed		LOC_Os08g23180.1		CUST_111671_PI403524517		-2.0297813		-1.0213243		2.0297813		down

		35_25295		0.3724556		-0.91828465		-1.0125916		-0.6706891		-0.8465321		-0.30085325		-1.1275446		-0.6861477		-0.035562992		0.64156055		0.5707021		0.82954454		1.3268113		1.6402006		1.3547411		1.8529058		1.8856673		1.9315476		-1.5724924		-1.2270648		-1.5143628		-0.6450372		-0.7793968		-0.5160775		0.45166254		0.18412781		0.9783306		-0.38257742		-0.054172516		0.5834279		0.20925379		0.2562027		0.29371214		-0.5378065		0.035562515		-0.3627863				CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase		AT1G77120.1		5.3		0		fermentation.ADH				 no descriptionmoderately similar to ( 245)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDmoderately similar to ( 279)ADH3_HORVUAlcohol dehydrogenase 3 - Hordeum vulgare (Barley)not assigned not assigned not assigned AdhC AdhP ADH_N Tdh PRK09422 				Cluster: Truncated alcohol dehydrogenase; n=1; Hordeum vulgare subsp. spontaneum|Rep: Truncated alcohol dehydrogenase - Hordeum spontaneum (Barley)		UniRef90_Q84XR3				CHR11V5|COORD:5743620..5740430|protein alcohol dehydrogenase 2, putative, expressed		LOC_Os11g10510.1		CUST_88361_PI403524517		-3.7782407		-1.9177146		3.7782407		down

		35_36927		-0.08449888		-0.3831706		-0.16247988		-1.4618516		-1.3962057		-1.3874092		-0.88067436		-2.2179875		-0.70624065		2.0392709		1.6367879		1.7478895		1.1541986		1.323627		1.3747077		0.8988962		1.117321		0.86655474		-1.0437522		-0.48873425		-0.8638902		-0.90388155		-1.0806017		-1.3042524		-1.0720806		-1.2594349		-0.4984889		0.97857857		1.2168422		1.2516003		0.7832799		0.4965434		0.5302558		0.1585455		0.08449936		0.3234787						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_131487_PI403524517		-4.977875		-2.31553		4.977875		down

		Contig24094_at		-0.47399712		-0.5612016		-0.24564266		-1.0380697		-0.8796959		-0.9202752		-1.250937		-1.2189212		-1.1070123		0.98277855		0.8606796		1.0465422		0.8304291		0.78120136		0.7516489		0.68259144		0.568594		0.47054482		-0.8260665		-0.29020596		-0.76046324		-0.68099403		-1.1582828		-1.2886524		-1.2839918		-1.1724916		-1.061635		0.5611563		0.5271425		0.5020075		0.40655518		0.4778862		0.41457272		0.31716537		0.40785694		0.24564362		1.00E-30		monosaccharide transporter, putative		At1g34580.1     		34.2		0		transporter.sugars				gi|21740734|emb|CAD40855.1| OSJNBa0086B14.27		1.40E-45		OSJNBa0086B14.28 [Oryza sativa (japonica cultivar-group)] emb|CAD40953.1| OSJNBa0027G07.2 [Oryza sativa (japonica cultivar-group)]		CAD40855.1      				protein Sugar transporter		Os04g37970		CUST_8172_PI404877155		-3.0953119		-1.6300848		3.0953119		down

		35_13102		0.3498659		0.6860399		0.43299437		-0.36608648		-0.49894953		-0.4312191		-0.715199		-0.8274746		-0.27397108		1.7077484		1.7697811		1.5116096		1.4580932		1.674139		2.3342867		1.6581244		1.8330445		1.819633		-0.36712694		0.12472916		0.0473938		-0.51491785		-0.584929		-0.54426384		-0.4079814		-0.17520666		-0.7591052		0.9786835		1.3066363		1.5270281		-0.15287876		-0.0473938		1.619123		-0.565557		-1.2920218		-1.5741656				0		0		35.2		0		not assigned.unknown				 no description				0		0		1.00E-04		CHR03V5|COORD:31265875..31262139|protein OsWRKY3 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os03g55080.1		CUST_45723_PI403524517		-3.8224444		-1.9344956		3.8224444		down

		35_21817		-1.8763657		-0.8949332		-1.8896046		-1.7720923		-1.6221766		-1.8064895		-1.4043717		-1.8104746		-0.82570887		-0.6804347		-0.3373847		-0.2840104		-0.6864114		-0.60639477		0.102488995		1.9254355		1.7198324		1.9336853		0.03107357		0.3948326		0.34481668		1.1478405		0.3119769		0.89480543		1.8274951		1.6976829		1.5940609		-2.0729048		-0.98498106		-1.3743014		0.90517426		0.37043047		0.80996037		0.38524818		-0.03107357		0.38430882		2.00E-41		CHR3V7|COORD:8918762..8919208| ATMBF1C/MBF1C (MULTIPROTEIN BRIDGING FACTOR 1C); DNA binding / transcription coactivator/ transcription factor		AT3G24500.1		17		0		hormone metabolism.ethylene.induced-regulated-responsive-activated				 no descriptionweakly similar to ( 141)AT3G24500| Symbols: MBF1C, ATMBF1C | ATMBF1C/MBF1C (MULTIPROTEIN BRIDGING FACTOR 1C); DNA binding / transcription coactivator/ transcription factor | chr3:8918762-8919208 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MBF1 COG1813 PRK12323 PRK12678 PRK07764 PRK07003 HTH_XRE Atrophin-1 Tymo_45kd_70kd HTH_3 HTH_XRE Extensin_2 				Cluster: Putative ethylene-responsive transcriptional coactivator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-responsive transcriptional		UniRef90_Q69XD8				CHR06V5|COORD:23293081..23292237|protein endothelial differentiation-related factor 1, putative, expressed		LOC_Os06g39240.1		CUST_26848_PI399408534		-3.700369		-1.8876691		3.700369		down

		35_16766		0.40842247		0.22018003		0.20373297		-0.7305956		-0.49079847		-0.9047713		-1.5980964		-1.3497405		-1.1767073		0.7015557		0.637485		0.2955022		0.45374537		0.64602757		0.65172625		0.5732646		0.6941848		0.7624583		-1.0974722		-0.058308125		-0.29672813		-0.66988564		-1.0380836		-1.1871781		-1.1366005		-1.4597979		-1.4926844		0.5891752		0.616189		0.41418028		0.18189955		0.10662174		0.058308125		-0.396698		-0.6681948		-0.6151233				CHR5V7|COORD:15278265..15282606| serine/threonine protein kinase family protein		AT5G38210.1		29		0		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				 no descriptionmoderately similar to ( 356)AT5G38210| Symbols:  | serine/threonine protein kinase family protein | chr5:15278265-15282606 FORWARDweakly similar to ( 174)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like SPS1 PTKc_Src_like PTKc_EGFR_like PTKc_Csk_like PTKc_Abl PTKc_Ack_like PTKc_Trk PTKc_Tec_like PTKc_Srm_Brk PTKc_EphR PTKc_EphR_B PTKc_Ror PTKc_TrkB PTKc_TrkA PTKc_Fyn_Yrk PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_Itk PTKc_Src PTKc_Tyk2_rpt2 PTKc_Csk PTKc_TrkC PTKc_DDR PTKc_InsR_like PTKc_EphR_A PTKc_Tec_Rlk PTKc_Fes_like PTKc_Syk_like PTKc_Yes PTKc_EphR_A2 PTKc_Chk PTKc_Musk PTKc_Axl_like PTKc_Lyn PTKc_Ror1 PTKc_DDR1 PTKc_Hck PTKc_HER4 PTKc_Met_Ron PTKc_IGF-1R PTKc_FAK PTK_Ryk PTKc_Fes PTKc_HER2 PTKc_InsR PTKc_DDR_like PTKc_RET PTKc_Aatyk1_Aatyk3 PTKc_Jak1_rpt2 PTKc_DDR2 PTK_HER3 PTKc_Tyro3 PTKc_Fer PTKc_Syk PTKc_Aatyk PTKc_Ror2 PTKc_ALK_LTK PTKc_FGFR PTKc_Zap-70 PTKc_PDGFR PTKc_EGFR PTKc_EphR_A10 PTK_CCK4 Herpes_BLLF1 PTKc_c-ros PTKc_FGFR4 PTKc_Axl PTKc_FGFR1 PTKc_Tie1 PTKc_Tie2 PTKc_Tie PRK07764 PRK12678 PTKc_FGFR3 PRK12323 Pneumo_att_G PTK_Jak_rpt1 PTKc_FGFR2 DUF566 Metaviral_G PTKc_Aatyk2 PTKc_VEGFR PTKc_VEGFR3 PTK_Jak1_rpt1 PRK07003 				Cluster: Wall-associated kinase 4-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Wall-associated kinase 4-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q5N7Q8				CHR01V5|COORD:28823114..28808858|protein OsWAK10a - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK), expressed		LOC_Os01g49529.3		CUST_58765_PI403524517		-2.303478		-1.2038138		2.303478		down

		35_23985		-0.72631335		0.97541714		0.72106504		-0.726552		-0.17264366		0.27630115		-0.4214728		-1.8213034		0.3415718		1.4069767		1.5776396		1.8798223		1.5607781		1.4328837		1.1728482		3.0502477		2.6713696		2.8731022		1.0695267		-0.35605288		0.52457166		-1.7751629		-0.16331196		-1.154122		-0.6680143		-1.8291804		0.16331196		0.31044817		0.3785689		-1.3396775		-1.1083149		-1.8097433		-1.8071547		-1.7774112		-1.1111561		-1.2625647				0		0		35.2		0		not assigned.unknown				 no description		1.00E-06		Cluster: Putative RING-H2 zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING-H2 zinc finger protein - Oryza sativa (japonica cu		UniRef90_Q69QB2		5.00E-08		CHR06V5|COORD:6059542..6057727|protein RING-H2 finger protein ATL3B precursor, putative, expressed		LOC_Os06g11450.1		CUST_83662_PI403524517		-4.380411		-2.1310663		4.380411		down

		Contig6406_at		-1.6905813		-1.7261367		-1.7967749		-2.322465		-1.9665165		-1.8287311		-2.6241932		-2.326809		-2.0914006		-0.11083841		-1.0152063		-1.1063337		-1.2017927		-1.7328191		-0.13874388		-1.1518459		-1.4140987		-1.4162507		1.8129501		1.5960312		1.5690584		1.1781073		1.5159264		1.6092291		1.6169062		2.1433496		1.5154209		1.5222578		1.483242		1.2399387		0.66750574		0.52154255		0.44022942		0.11083794		0.3098116		0.12674856				indole-3-glycerol phosphate synthase (IGPS)		At2g04400.1     		13		0		amino acid metabolism.synthesis.aromatic aa.tryptophan				NONE				putative indole-3-glycerol phosphate synthase [Oryza sativa (japonica cultivar-group)] dbj|BAD10429.1| putative indole-3-glycerol phosphate		BAD01725.1      				protein indole-3-glycerol phosphate synthase, putative		Os08g23150		CUST_12667_PI404877155		-2.0132408		-1.0095198		2.0132408		down

		35_23482		0.57044554		-0.0012321472		0.058901787		-1.166749		-1.280685		-0.79832745		-1.6275358		-1.0023365		-0.34382534		1.8060274		1.5312672		1.4438353		0.80022144		0.92763853		0.8897505		0.7392545		0.6578922		0.4151988		-1.396822		-0.56402826		-0.3244791		-0.876431		-1.0937686		-1.3630247		-1.2250447		-0.72808695		-1.5496387		1.2769723		1.0928907		1.1327991		0.096051216		0.26479053		0.0012321472		0.29927874		-0.11024523		-0.512486		2.00E-07		CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding		AT1G16610.2		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned DUF390 PRK12678 		3.00E-13		Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5		UniRef90_A1HY15		1.00E-11		CHR01V5|COORD:8190272..8191058|protein hypothetical protein		LOC_Os01g14640.1		CUST_81866_PI403524517		-3.1268597		-1.6447145		3.1268597		down

		Contig12629_at		0.5245266		0.24325895		0.03809929		-0.54865265		-0.91957283		-1.172117		-1.526917		-1.319452		-0.9981415		0.6117177		0.8466611		0.3508563		1.0174994		0.74013376		0.54435873		0.38394833		1.3452697		0.7760501		-0.82515717		-0.22622013		-0.15923882		-1.4598429		-1.2992957		-1.203012		-0.78352785		-0.5459628		-1.1794739		2.2842631		0.6485548		0.61980057		0.0072569847		0.13027382		-0.0072574615		-0.25261593		-0.31297207		0.36812782				serine/threonine protein kinase family protein		At5g38210.1     		30		0		signalling.receptor kinases.wheat LRK10 like				protein kinase family protein, contains protein kinase domain, Pfam:PF00069				P0034C09.1 [Oryza sativa (japonica cultivar-group)]		NP_917017.1     				protein Protein kinase domain, putative		Os01g49520		CUST_2259_PI404877155		-2.5778396		-1.3661625		2.5778396		down

				Heines Haisa-GP1		Heines Haisa-GP2		Heines Haisa-GP3		Heines Haisa-SP1		Heines Haisa-SP2		Heines Haisa-SP3		Heines Haisa-AP1		Heines Haisa-AP2		Heines Haisa-AP3		MHOR345-GP1		MHOR345-GP2		MHOR345-GP3		MHOR345-SP1		MHOR345-SP2		MHOR345-SP3		MHOR345-AP1		MHOR345-AP2		MHOR345-AP3		Ackermanns Donaria-GP1		Ackermanns Donaria-GP2		Ackermanns Donaria-GP3		Ackermanns Donaria-SP1		Ackermanns Donaria-SP2		Ackermanns Donaria-SP3		Ackermanns Donaria-AP1		Ackermanns Donaria-AP2		Ackermanns Donaria-AP3		MHOR318-GP1		MHOR318-GP2		MHOR318-GP3		MHOR318-SP1		MHOR318-SP2		MHOR318-SP3		MHOR318-AP1		MHOR318-AP2		MHOR318-AP3

				US91603673_252882710112_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)

		Harvest assembly ID		US91603673_252882710112_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		ATH_EVALUE		ATH_SEQ_DESC		ATH_SEQ_ID		BINCODE		ControlType		FUNCAT				MAPMAN DESCRIPTION		PROT_EVALUE		PROT_SEQ_DESC		PROT_SEQ_ID		RICE_EVALUE		RICE_SEQ_DESC		RICE_SEQ_ID		ProbeName		FC ([ACKERMANNS DONARIA] vs [MHOR318])		Log FC ([ACKERMANNS DONARIA] vs [MHOR318])		FC (abs) ([ACKERMANNS DONARIA] vs [MHOR318])		Regulation ([ACKERMANNS DONARIA] vs [MHOR318])

		35_25786		0.10773802		0.534873		0.5896902		0.93240595		0.66031504		0.4008317		0.95954037		1.2637897		-0.6806555		0.0017538071		-0.215271		-0.0017542839		-0.648921		-0.10447836		-0.10907698		0.10940218		0.08805227		0.27437162		0.74891233		0.053138256		0.90459824		1.149497		1.235888		0.7849903		-1.1732826		-1.2492666		-0.8735733		-1.2727351		-1.3166065		-1.3370824		-1.1017747		-0.7870555		-1.8551257		-0.40484428		-2.4837356		-1.0993876				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_90146_PI403524517		2.772193		1.4710277		2.772193		up

		35_5358		-0.10536194		0.3612342		0.14369059		0.60067654		0.626204		0.32312298		0.91911507		0.9078913		-0.11437225		-1.3293386		-1.0722718		-1.2294545		-0.78041744		-0.27416897		0.3468008		0.5134139		0.7727041		0.6014657		0.10536194		-0.21650982		-0.29609346		0.95150566		0.8758068		0.5942025		0.33446884		0.2618146		0.30045652		-1.2952843		-0.92430973		-1.0721159		-0.9505987		-0.7654462		-0.8827152		-0.30262852		-0.50394535		-0.3265934		8.00E-38		CHR1V7|COORD:7987297..7989176| similar to late embryogenesis abundant domain-containing protein / LEA domain-containing protein [Arabidopsis thaliana]		AT1G22600.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 131)AT1G22600| Symbols:  | similar to late embryogenesis abundant domain-containing protein / LEA domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G72100.1); similar to seed maturation protein PM27 [Glycine max] (GB:AAD30426.1); contains domain LATE EMBRYOGENESIS ABUNDANT (LEA)-RELATED (PTHR23241:SF1); contains domain LATE EMBRYOGENESIS ABUNDANT (PLANTS) LEA-RELATED (PTHR23241) | chr1:7987297-7989176 REVERSEnot assigned not assigned PRK12678 TT_ORF1 				Rep: OSIGBa0102D10.1 protein - Oryza sativa (Rice)		UniRef90_Q01IZ2		1.00E-22		CHR04V5|COORD:21408362..21410433|protein expressed protein		LOC_Os04g35490.1		CUST_18538_PI403524517		2.149275		1.1038501		2.149275		up

		35_5397		0.13046074		0.03684473		0.08188915		0.12122488		-0.59552		-0.3361559		0.6013179		-0.03684473		0.25991964		0.40723658		0.09848499		0.778193		-0.1375308		-0.19838142		-0.37115622		0.061550617		-0.23172092		-0.16277647		2.6862183		-0.33121014		1.9999528		0.21392727		1.1460595		0.16954136		0.9561877		0.61887455		0.4837513		-2.8344676		-4.733179		-4.203068		-4.7262936		-3.1427565		-4.7009587		-4.691404		-4.745081		-3.8118815		2.00E-14		CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein		AT2G29210.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Extensin_2 PRK07003 HpaP Atrophin-1 Drf_FH1 PRK12678 				Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q2QWN1				CHR12V5|COORD:4521569..4522688|protein expressed protein		LOC_Os12g08790.1		CUST_18664_PI403524517		33.33937		5.059155		33.33937		up

		35_7336		0.5935583		0.6228914		0.68593645		0.23946047		0.49254322		0.11778164		-0.051065445		0.42169094		-0.03558874		0.38366032		0.50509405		0.07914066		-0.5086465		-0.24789858		-0.6382117		-0.23124695		-0.18225956		-0.3568058		-0.19579935		1.1972303		0.60792875		0.41222715		0.22758436		0.57598877		0.33103228		0.123057365		0.03558874		-0.5859113		-0.87491846		-1.1507859		-0.7604265		-0.36198282		-1.5937848		-1.0025139		-1.2343893		-1.2563157		3.00E-09		CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein		AT4G18670.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 		9.00E-08		Cluster: Hypothetical protein; n=1; Burkholderia pseudomallei 1710b|Rep: Hypothetical protein - Burkholderia pseudomallei (strain 1710b)		UniRef90_Q3JTV6		6.00E-08		CHR04V5|COORD:30832100..30832969|protein 36.4 kDa proline-rich protein, putative, expressed		LOC_Os04g52250.1		CUST_25306_PI403524517		2.5463479		1.3484296		2.5463479		up

		35_24604		0.4557457		0.8173585		0.66571856		0.88325787		0.99337673		0.6666961		0.9992533		1.2950778		-0.44928265		-0.6764941		-0.8140788		-0.8832364		-0.53054714		0.043419838		-0.043419838		0.19024754		-0.15765285		0.24150467		0.4689865		0.8221731		0.82906246		1.350359		1.4718056		1.2541041		-0.42976236		-0.39946508		0.08955717		-1.0713611		-0.94768476		-0.4612751		-1.1709223		-0.9322314		-1.7052212		-1.0090728		-1.2915435		-0.7212157		1.00E-09		CHR2V7|COORD:11752274..11753453| CCAAT-box binding transcription factor subunit HAP3-related		AT2G27470.1		27		0		RNA.regulation of transcription.CCAAT box binding factor family, HAP3				 no descriptionvery weakly similar to (60.1)AT2G27470| Symbols:  | CCAAT-box binding transcription factor subunit HAP3-related | chr2:11752274-11753453 REVERSEnot assigned 		2.00E-10		Cluster: Hypothetical protein OJ1003_C09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.9 - Oryza sativa (japonica cultivar		UniRef90_Q652Q3		1.00E-11		CHR09V5|COORD:22691494..22689696|protein DNA polymerase epsilon subunit 3, putative, expressed		LOC_Os09g39490.1		CUST_22824_PI399408534		3.1184225		1.6408165		3.1184225		up

		35_49506		-0.36089945		-0.26818037		-0.21267891		-0.06661034		-0.0012593269		0.14819098		-0.34254885		-0.23695946		0.16553497		-0.32800674		0.11463022		0.5063424		0.09294319		0.18642855		0.01361227		0.38384008		0.36925554		0.3090768		0.0012593269		0.55917215		-0.46850777		0.11858606		0.18095064		0.7229905		0.14605188		0.2746663		0.050370693		-3.9400756		-6.5135007		-4.9284315		-6.5096216		-5.494714		-6.4545903		-6.47637		-6.5785327		-1.5552611						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_177996_PI403524517		47.164406		5.5596266		47.164406		up

		35_8835		-0.12932968		0.2695341		0.018983841		0.3139572		0.18943214		0.33724785		0.20575523		0.2106657		0.036685944		-0.40434456		-0.55242443		0.475729		-0.476655		-0.58498096		-0.5820551		-0.6746979		-0.6830683		-0.6398735		1.6398277		0.553422		1.434578		0.84665966		0.7542496		0.66852283		0.7302942		0.6489582		0.646348		-0.018984795		-0.4776249		-0.40690136		-0.39742374		-0.15173721		-0.14930439		-0.5239048		-0.47209644		-0.2595377		2.00E-28		CHR3V7|COORD:9345769..9347538| leucine-rich repeat family protein		AT3G25670.1		20.1		0		stress.biotic				 no descriptionweakly similar to ( 122)AT3G25670| Symbols:  | leucine-rich repeat family protein | chr3:9345769-9347538 REVERSEvery weakly similar to (53.1)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)				Cluster: Putative disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein - Oryza sativa (japonica		UniRef90_Q657S8				CHR01V5|COORD:576371..573245|protein too many mouths protein precursor, putative, expressed		LOC_Os01g02060.2		CUST_30609_PI403524517		2.293927		1.1978195		2.293927		up

		35_44700		0.3069477		0.37648392		0.44670486		0.5475912		0.42457104		0.2904172		0.7316818		1.0415444		-0.014693737		-0.014936447		-1.5696323		-0.94016623		-0.35958242		0.014693737		-0.15422869		2.166741		-0.3335843		0.057547092		0.35775566		1.4111419		0.06573677		0.84962034		0.933928		2.06996		-0.50369096		0.4239583		-0.29594946		-1.2190924		-0.87573457		-1.1054821		-1.4889071		-0.86809516		-0.81990385		-0.55063653		-0.908494		-0.17340231		1.00E-04		CHR1V7|COORD:25925664..25929037| armadillo/beta-catenin repeat protein-related / U-box domain-containing protein		AT1G68940.1		35.2		0		not assigned.unknown				 no description		6.00E-11		Cluster: MAP kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MAP kinase-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z335		2.00E-12		CHR02V5|COORD:30260856..30266031|protein ubiquitin-protein ligase, putative, expressed		LOC_Os02g49520.1		CUST_160183_PI403524517		2.789962		1.4802455		2.789962		up

		Contig12019_at		-0.6322851		0.579216		0.10521603		0.7159262		1.0643106		0.9907384		1.2980247		1.0529814		1.3502636		-2.4859803		-2.8073997		-0.10521603		-3.53859		-3.4225578		-3.7985458		-3.9286048		-1.7438865		-2.191568		1.9354739		0.4701743		1.7736874		0.985199		1.6544919		0.69693613		1.8067036		1.2665114		1.9451947		0.8950591		-0.8830266		-0.1482935		-4.077046		-4.065529		-3.959519		-3.9987698		-3.9970343		-1.1221404				alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative /		At1g78580.1     		3		0		minor CHO metabolism.trehalose.TPS				TPS1;TREHALOSE-6-PHOSPHATE SYNTHASE;alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate glucosyltransferase, putative, similar to trehalose-6-phosphate synthase SL-TPS/				alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate g		NP_177979.1     				protein Similar to trehalose-6-phosphate synthase [imported] - Arabidopsis thaliana		Os05g44210		CUST_1795_PI404877155		13.600898		3.76563		13.600898		up

		Contig7938_at		-0.70417595		-0.7881055		-1.4335346		-1.8309331		-1.7846527		-1.1653533		-1.8188062		-1.7827516		-1.2700305		2.1156282		0.15492964		1.5773911		-0.23700523		-0.3206687		0.5699959		-0.04375124		0.043751717		0.19168758		2.184554		1.6967773		2.3891153		1.0084362		1.8662243		0.8016262		1.0841622		1.41858		2.0458136		1.8840647		1.7731729		1.7706766		-0.32700443		-0.33399296		-0.38952446		-0.3867793		-0.6892514		-1.6397829				alpha-glucosidase 1 (AGLU1)		At5g11720.1     		2		0		major CHO metabolism.degradation.starch.starch cleavage				high pI alpha-glucosidase				ALPHA-GLUCOSIDASE PRECURSOR (MALTASE) pir||S65057 alpha-glucosidase (EC 3.2.1.20) - barley gb|AAB02985.1| alpha-glucosidase		Q43763          				protein high pI alpha-glucosidase		Os06g46280		CUST_14114_PI404877155		2.6869466		1.4259677		2.6869466		up

		35_27014		0.110990524		0.5103736		0.39988518		0.63698435		0.43388557		0.35680723		0.92241955		0.8971844		-1.0236478		-0.461205		-0.6135435		-0.110990524		-1.5067258		-0.73243		-1.9717703		2.080751		0.8447542		0.8713479		1.8253589		0.39406967		1.619864		0.7592406		1.0114617		0.40638876		-0.3144045		-1.0186596		0.54286623		-0.112432		-1.2535429		-1.4371619		-1.3359909		-1.6193943		-1.9839263		-2.2834926		-1.638236		-1.2861671				0		0		35.2		0		not assigned.unknown				 no description		1.00E-32		Rep: Dof-like protein 34 - Oryza sativa (Rice)		UniRef90_Q719I1		1.00E-33		CHR02V5|COORD:29235893..29232195|protein dof domain, zinc finger family protein, expressed		LOC_Os02g47810.1		CUST_94501_PI403524517		4.0547543		2.0196145		4.0547543		up

		HS18K19u_s_at		0.45177937		0.3161931		0.33689833		0.7466278		0.48570776		0.5538435		0.8738303		1.518106		-0.32401943		-0.60673475		-1.2587581		-0.7230625		-0.89122915		-0.31279325		-1.0381727		0.17469215		0.05185795		0.08178282		0.12360716		0.69656706		0.36475897		0.89712715		0.8441787		0.3245964		-0.0048470497		-0.042520523		0.0048470497		-0.6494756		-0.5102763		-0.56291723		-0.6389656		-0.4520707		-0.76195097		-0.7041211		-1.2693186		-0.34523726				myb family transcription factor (MYB33)		At5g06100.2     		27		0		RNA.regulation of transcription.MYB domain transcription factor family				NONE				myb-related protein - barley emb|CAA61021.1| GAMyb protein [Hordeum vulgare subsp. vulgare]		T06179          				protein Myb-like DNA-binding domain, putative		Os01g59660		CUST_17127_PI404877155		2.015874		1.0114053		2.015874		up

		35_18565		-0.37422562		0.25989342		0.2760992		0.22153091		0.69695187		1.3449001		-0.6453085		1.6471767		2.167221		1.4658642		0.25382805		1.5324802		1.4454374		2.4594145		3.432807		4.317561		4.287636		4.352523		-3.468862		-2.6355882		-3.373641		-1.0461187		-1.7661219		-0.67005634		-0.019088745		0.14861107		0.019087791		-3.217225		-3.3124294		-2.4713545		-4.4695916		-5.377358		-6.120083		-5.120712		-4.8559074		-4.284966		1.00E-30		CHR1V7|COORD:20183226..20183790| 17.4 kDa class III heat shock protein (HSP17.4-CIII)		AT1G54050.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 103)AT1G54050| Symbols:  | 17.4 kDa class III heat shock protein (HSP17.4-CIII) | chr1:20183226-20183790 REVERSEvery weakly similar to (94.0)HSP22_MAIZE17.8 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP20 IbpA alpha-crystallin-Hsps PRK12678 TT_ORF1 PRK07003 				Cluster: Putative 17.8 kDa class II heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 17.8 kDa class II heat shock protein - Oryza s		UniRef90_Q6K7E9				CHR02V5|COORD:33173620..33174589|protein 17.5 kDa class II heat shock protein, putative, expressed		LOC_Os02g54140.1		CUST_65023_PI403524517		7.649238		2.935316		7.649238		up

		35_16249		0.1054163		0.24079704		-0.11345863		0.021806717		-0.122262955		-0.06637573		0.20660877		0.22919464		0.26429272		-0.46352005		-0.59931755		-0.37329102		0.016568184		-0.13426208		0.18878841		0.04820347		0.039479256		-0.016568184		0.18922138		-0.09904289		0.06196022		0.13595867		0.041750908		0.07103729		0.39744854		0.21102905		0.19107914		-0.3352394		-0.6255474		-0.5275841		-1.2024899		-0.8752947		-1.0009909		-1.1613655		-1.1896057		-1.216567				CHR3V7|COORD:1593546..1594808| rubber elongation factor (REF) family protein		AT3G05500.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 183)AT3G05500| Symbols:  | rubber elongation factor (REF) family protein | chr3:1593546-1594808 FORWARDweakly similar to ( 158)Y5940_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned REF PRK07764 PRK12678 PRK12323 infB Tymo_45kd_70kd PRK07003 APC_basic 				Cluster: Stress-related protein-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Stress-related protein-like protein - Oryza sativa (japonica		UniRef90_Q84PD3				CHR07V5|COORD:28408847..28411462|protein stress-related protein, putative, expressed		LOC_Os07g47510.1		CUST_57016_PI403524517		2.0522923		1.0372363		2.0522923		up

		35_9809		0.94934654		0.7204828		0.7341728		0.8101435		0.59176064		0.91030884		0.5719042		0.8198929		0.77483654		-1.1914101		-1.2874622		-1.4375572		-0.41352558		-0.47201538		-0.5744686		-0.3069725		-0.2985258		-0.33681488		0.16428757		1.0592384		0.5344		0.9546356		0.768981		0.7988472		0.6063328		0.8388519		0.5879488		-1.2318525		-0.9888258		-0.8658304		-0.33324146		-0.2985258		-0.20556927		-0.33297443		-0.20301723		-0.16428852		5.00E-22		CHR1V7|COORD:9083890..9085221| proline-rich extensin, putative		AT1G26250.1		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_34026_PI403524517		2.3218815		1.2152944		2.3218815		up

		35_49402		-0.23853016		0.34311867		0.04954338		0.44540977		0.18247032		0.27436352		0.7538271		0.5517521		0.25287342		-0.15312004		-0.5014925		-0.049542427		-0.63764095		-0.7074528		-0.5798273		-0.6769562		-0.59011364		-0.5235224		1.1678066		0.4101839		1.0885019		0.6923914		0.61816883		0.597764		0.69306755		0.70928574		0.7814102		0.5452938		-0.37509155		-0.5771427		-0.52922344		-0.39828396		-0.5282421		-0.2597103		-0.45554733		-0.39241982		3.00E-15		CHR1V7|COORD:2989511..2990134| transcription factor		AT1G09250.1		27		0		RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family				 no descriptionvery weakly similar to (51.6)AT1G09250| Symbols:  | transcription factor | chr1:2989511-2990134 FORWARD		1.00E-20		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10ME5		6.00E-22		CHR03V5|COORD:11111968..11113058|protein expressed protein		LOC_Os03g19780.1		CUST_12554_PI399408534		2.1154933		1.0809941		2.1154933		up

		35_28444		0.4388504		0.62439394		0.48172903		0.9396143		0.7635646		0.8188276		0.95596075		1.2416148		-0.50230265		-0.24681568		-0.72098875		-0.44244337		-0.18228912		-0.019528866		0.29863596		0.34310293		-0.6879673		0.30685616		0.40207767		0.33960772		0.5993266		0.92622995		1.08887		0.70239544		-0.36990738		-0.15029621		0.019528866		-0.6778779		-0.7345915		-0.50683165		-0.85592175		-0.95166826		-0.7728901		-0.38670397		-0.8510175		-0.039230824						0		35.2		0		not assigned.unknown				 no description		1.00E-08		Rep: ZmGR2c protein - Zea mays (Maize)		UniRef90_Q9ZWI4		4.00E-06		CHR01V5|COORD:22254793..22248856|protein expressed protein		LOC_Os01g39000.2		CUST_99643_PI403524517		2.0522037		1.037174		2.0522037		up

		Contig10029_at		-0.039744377		0.25604534		0.3384161		0.17045307		0.63582706		1.3054571		-0.50996304		1.5464993		2.1103888		1.3832521		0.14019012		1.3728371		1.6420298		2.4193		3.4851828		4.370899		4.4789963		4.40489		-2.787961		-2.3012686		-2.5649443		-0.9284859		-1.4325972		-0.6720629		-0.027139664		0.08541489		0.027140617		-3.360639		-3.2729468		-2.4832087		-4.793314		-4.6393585		-4.7375927		-4.314136		-3.9511876		-3.5268574		1.00E-30		17.4 kDa class III heat shock protein (HSP17.4-CIII)		At1g54050.1     		20		0		stress.abiotic.heat				 heat shock hsp20 protein family				putative 17.8 kDa class II heat shock protein [Oryza sativa (japonica cultivar-group)] dbj|BAD19533.1| putative 17.8 kDa class II heat shock		XP_468122.1     				protein Hsp20/alpha crystallin family, putative		Os02g54140		CUST_164_PI404877155		6.587375		2.7197037		6.587375		up

		35_44102		0.2152319		0.65921736		0.1210928		0.62684155		0.6899843		0.54935837		0.746788		0.87854624		-0.23167086		-0.3206663		-1.4697664		-1.4754405		-0.22250843		0.0149002075		-0.19391441		0.19837189		-0.014900684		0.3983736		0.36451244		0.440897		0.6994724		0.93701553		0.7773137		0.5451021		-0.07202959		0.08422327		-0.39674807		-0.87644386		-0.9691148		-0.60933924		-1.2304833		-1.5088947		-1.2222276		-0.7428651		-1.1373358		-1.127748						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_157973_PI403524517		2.6808493		1.4226902		2.6808493		up

		Contig1679_s_at		-0.41716194		0.12189102		0.040395737		0.0627861		0.4271021		-0.040395737		1.3607817		0.9064083		0.5555477		-1.1919813		-0.44128513		-0.18741322		-1.4703159		-1.9034824		-1.7030001		-1.3199263		-1.2931423		-1.2717705		0.21825027		0.7507982		0.6988907		0.57974243		1.0185728		0.6753273		1.0124149		0.3881054		0.46745586		0.46025467		0.31510258		-0.16337776		-1.2474432		-1.231884		-1.3477354		-1.3033047		-0.89641476		-0.88460636				0		0		17		0		hormone metabolism.jasmonate.induced-regulated-responsive-activated				 jasmonate-induced protein 1 - barley				23 KD JASMONATE-INDUCED PROTEIN pir||S22514 jasmonate-induced protein 1 - barley		P32024          		5.00E-31		protein expressed protein		Os04g24320		CUST_5245_PI404877155		2.541078		1.3454407		2.541078		up

		35_7597		0.041588306		0.45093107		0.888247		0.08370066		-0.16850805		0.16129017		0.111005306		-0.25220823		-0.041588306		-0.7901077		-0.6071925		0.3355503		-0.21650267		-0.67887974		-0.41434097		-0.20181799		-0.15634346		-0.33316708		1.5837765		1.1419663		1.4339886		0.8560653		1.140307		0.40455437		0.80186033		1.2652211		1.2534885		-0.2057991		-0.20141125		-0.30889177		1.1838045		-0.5015645		-0.64111376		-1.6004019		1.6812286		-1.1902857				CHR1V7|COORD:24476829..24480186| ARK2 (Arabidopsis Receptor Kinase 2); kinase		AT1G65800.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionmoderately similar to ( 256)AT1G65800| Symbols: ARK2 | ARK2 (Arabidopsis Receptor Kinase 2); kinase | chr1:24476829-24480186 FORWARDweakly similar to ( 125)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc PTKc Pkinase_Tyr Pkinase TyrKc PTKc_Src_like PTKc_Srm_Brk PTKc_Yes PTKc_Fyn_Yrk PTKc_Frk_like SPS1 PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Src PTKc_FGFR PTKc_Lck_Blk PTKc_c-ros PTKc_EGFR_like PTKc_Lyn PTKc_Csk_like PTKc_Hck PTKc_Tec_like PTKc_RET PTKc_Syk_like PTKc_VEGFR PTKc_ALK_LTK PTKc_FGFR4 PTKc_Itk PTKc_FGFR2 PTKc_Trk PTKc_EphR PTKc_FGFR3 PTKc_Ack_like PTKc_VEGFR3 PTKc_Abl PTKc_Ror PTKc_Axl_like PTKc_FGFR1 PTKc_PDGFR PTKc_Syk PTKc_VEGFR2 PTKc_HER2 PTKc_Tie1 PTKc_EphR_A PTKc_Btk_Bmx PTKc_Tie PTKc_IGF-1R PTKc_Tie2 PTKc_Chk PTKc_EphR_A2 PTKc_CSF-1R PTKc_Jak2_Jak3_rpt2 PTKc_Zap-70 PTKc_EGFR PTKc_Fes_like PTKc_EphR_B PTKc_PDGFR_alpha PTK_HER3 PTKc_Tec_Rlk PTKc_Kit PTKc_HER4 PTKc_DDR2 PTKc_Axl PTKc_Tyk2_rpt2 PTK_CCK4 PTKc_Csk PTKc_Met_Ron PTKc_Tyro3 PTKc_TrkC PTKc_TrkA PTKc_InsR PTKc_DDR PTKc_Fer PTKc_Musk PTKc_Ror2 PTKc_PDGFR_beta PTKc_Ror1 PTKc_TrkB PTKc_DDR_like PTK_Ryk PTKc_Jak1_rpt2 PTKc_DDR1 PTKc_FAK 				Cluster: Putative receptor-like kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase - Oryza sativa (japonica cultivar-group)		UniRef90_Q8LQN6				CHR01V5|COORD:33554500..33558619|protein receptor protein kinase, putative, expressed		LOC_Os01g57510.1		CUST_33606_PI399408534		2.455786		1.2961848		2.455786		up

		35_9960		-1.4908447		-1.2557592		-1.4250145		-0.9533014		-0.8028593		-0.73470306		-0.59428406		-0.73248386		-0.6899519		-1.7100105		-1.8238635		-1.7835159		-0.9990883		-1.1814938		-0.4173317		-0.9490614		-0.93987274		-1.1050014		1.7499876		0.72286415		1.473774		1.5865746		1.779398		1.5752401		2.2327337		2.3144636		2.563734		0.4173317		0.6181469		0.5674095		0.89599895		0.8660641		0.9704094		0.8176327		0.9120102		0.89541626		3.00E-20		CHR5V7|COORD:7621571..7623370| GDSL-motif lipase, putative		AT5G22810.1		26.28		0		misc.GDSL-motif lipase				 no descriptionvery weakly similar to (79.7)AT5G03820| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:1015802-1017250 REVERSESGNH_plant_lipase_like 		3.00E-26		Rep: Putative proline-rich protein - Oryza sativa (Rice)		UniRef90_Q9AUJ9		1.00E-27		CHR03V5|COORD:27201111..27205741|protein anther-specific proline-rich protein APG precursor, putative, expressed		LOC_Os03g47940.1		CUST_34538_PI403524517		2.0059156		1.004261		2.0059156		up

		35_8337		1.1657515		0.9111557		1.0209627		1.0265412		1.0908976		1.1723971		1.5817804		1.627078		-0.080293655		-1.3855996		-1.9673309		-1.776856		-1.9007826		-0.5505948		-1.7406459		0.39437532		-1.3182225		0.66061354		0.9003329		1.0274854		1.0040946		1.2112055		1.4132757		0.99018145		-0.19767475		-0.012059212		0.012059212		-1.2617574		-1.5653281		-1.424109		-1.161694		-1.1135516		-1.4669733		-0.92124414		-0.51681376		0.036571026		5.00E-16		CHR3V7|COORD:21726169..21727743| WRKY69 (WRKY DNA-binding protein 69); transcription factor		AT3G58710.1		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				 no descriptionvery weakly similar to (70.1)AT3G58710| Symbols: ATWRKY69, WRKY69 | WRKY69 (WRKY DNA-binding protein 69); transcription factor | chr3:21726169-21727743 FORWARDWRKY 		4.00E-20		Cluster: WRKY transcription factor-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor-like - Oryza sativa (japonica cultivar-group		UniRef90_Q94J08		5.00E-19		CHR01V5|COORD:30809009..30806982|protein OsWRKY14 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os01g53040.1		CUST_24813_PI399408534		3.3619807		1.7493114		3.3619807		up

		35_7935		0.023449898		-0.011356354		-0.035920143		-0.0014982224		-0.0036592484		0.0014982224		-0.029579163		-0.072280884		-0.29319954		-0.07014942		-0.12961864		0.008424759		-0.0068483353		0.1106205		0.084721565		0.032395363		0.021653175		0.099656105		1.0978346		0.8607712		0.9058113		1.1293449		1.0656357		1.0371056		1.1022701		1.1222954		1.0570717		-0.097356796		-0.075437546		-0.04663372		-0.12685299		-0.0747509		-0.060364723		-0.07875919		-0.0071086884		0.030900002				CHR3V7|COORD:21555166..21556958| PBS lyase HEAT-like repeat-containing protein		AT3G58180.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 288)AT3G58180| Symbols:  | PBS lyase HEAT-like repeat-containing protein | chr3:21555166-21556958 FORWARDmoderately similar to ( 362)DOHHB_ORYSAnot assigned COG1413 				Cluster: Os12g0626100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0626100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0ILS4				CHR12V5|COORD:26728768..26725980|protein HEAT-like, putative, expressed		LOC_Os12g43100.1		CUST_27413_PI403524517		2.1459427		1.1016116		2.1459427		up

		35_27825		0.18303776		0.5470505		0.7126508		1.0397401		0.8126974		-1.4851248		2.0787177		1.3674884		-0.7392945		-1.295208		-1.3906498		-0.75322056		-1.2739606		-1.2068472		-1.3848867		0.017725468		0.3647952		0.3796773		0.3494115		0.568676		0.5428052		1.4283147		1.4096351		1.0451875		-0.11567879		-0.01772499		0.079753876		-1.1669087		-1.2635593		-1.1993876		-1.0292807		-0.60914564		-1.4088306		-1.268693		0.16752148		-1.1829944				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_97432_PI403524517		2.996997		1.5835177		2.996997		up

		Contig18213_at		-0.035945177		-0.121775866		-0.7592802		-0.28820014		-0.35111666		-0.21711636		0.035945177		-1.1721697		0.27541947		-0.51048326		-0.7168956		-0.50577927		1.2518919		-0.8408966		3.835498		-1.3201613		0.11845708		0.16610694		4.747512		4.913478		4.5857973		5.4485807		5.2603617		5.3905725		5.6912813		5.62877		5.483348		-0.7674377		-0.09788084		-0.42925835		0.37217784		0.30581927		-0.13401079		0.54487395		-0.086633444		-0.79084396				zinc finger (FYVE type) family protein		At3g43230.1     		27		0		RNA.regulation of transcription.unclassified				zinc finger (FYVE type) family protein, contains Pfam domain PF01363: FYVE zinc finger				LAs17 Binding protein-like [Oryza sativa (japonica cultivar-group)]		BAC83843.1      				protein expressed protein		Os07g17130		CUST_5985_PI404877155		41.047146		5.35921		41.047146		up

		35_21438		0.24186802		0.37927628		0.3573408		0.10631561		0.15151691		-0.09069061		-0.02385521		-0.05840969		-0.044172287		-0.026711464		-0.0761137		0.18072796		0.018068314		-0.06604195		-0.018068314		0.09296894		0.1527586		0.10464096		0.25469494		0.10360432		0.34210968		0.07885456		0.16320896		-0.112895966		0.205163		0.15181255		0.4026327		-0.39265728		-0.5742998		-0.3685341		-1.0259991		-1.0678339		-0.95674133		-1.0039101		-1.1064672		-1.2099924		2.00E-16		CHR1V7|COORD:24949205..24949540| glycosyl hydrolase family protein 17		AT1G66870.1		26.4		0		misc.beta 1,3 glucan hydrolases				 no descriptionvery weakly similar to (82.8)AT1G66870| Symbols:  | glycosyl hydrolase family protein 17 | chr1:24949205-24949540 REVERSEvery weakly similar to (79.7)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 		6.00E-36		Cluster: Putative beta 1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta 1,3-glucanase - Oryza sativa (japonica cultivar-group)		UniRef90_Q7Y179		2.00E-37		CHR03V5|COORD:26359905..26356914|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed		LOC_Os03g46660.1		CUST_74763_PI403524517		2.0460575		1.0328467		2.0460575		up

		Contig3285_at		-1.0542479		-1.0054197		0.4355631		-0.7724042		0.2567563		0.7328968		-1.4830623		1.0908165		1.748869		1.0197783		-0.51532125		0.569942		0.6773162		1.6677237		3.334879		6.0490646		6.0240164		6.016224		-1.6164584		-0.70537376		-1.0784554		0.314682		-0.25675583		0.3608842		1.3572559		1.270956		1.6041822		-2.716525		-2.4719		-2.057138		-3.5042534		-3.2429166		-3.0022783		-2.5757012		-2.8964505		-2.4203649				17.6 kDa  class II heat shock protein (HSP17.6-CII)		At5g12020.1     		20		0		stress.abiotic.heat				small heat shock protein HSP17.8				small heat shock protein HSP17.8 [Triticum aestivum]		AAK51797.1      				protein small heat shock protein HSP17.8		Os01g08860		CUST_9523_PI404877155		7.4863973		2.9042716		7.4863973		up

		35_11279		0.019568443		0.05444336		-0.05391693		0.16871548		0.20975685		0.17470932		0.21009636		0.22587776		0.17065525		-0.11602116		-0.13574028		-0.16501045		-0.04088688		-0.019568443		-0.10969257		0.026583672		0.07088375		0.07260704		-0.15447235		0.36892223		-0.021903992		0.20767117		0.13105106		0.06413269		0.06353092		0.102069855		0.11494923		-1.542983		-1.6803293		-1.6342669		-1.6486759		-1.6352291		-1.5878115		-1.5657434		-1.7987251		-1.8212337				CHR1V7|COORD:21140688..21141662| nicotianamine synthase, putative		AT1G56430.1		15.2		0		metal handling.binding, chelation and storage				 no descriptionmoderately similar to ( 258)AT1G56430| Symbols:  | nicotianamine synthase, putative | chr1:21140688-21141662 FORWARDhighly similar to ( 552)NAS5_HORVUNicotianamine synthase-like 5 protein - Hordeum vulgare (Barley)NAS 				Cluster: Nicotianamine synthase-like 5 protein; n=1; Hordeum vulgare|Rep: Nicotianamine synthase-like 5 protein - Hordeum vulgare (Barley)		UniRef90_Q9ZQV4				CHR03V5|COORD:10905302..10906777|protein nicotianamine synthase 2, putative, expressed		LOC_Os03g19420.2		CUST_39220_PI403524517		3.3742101		1.7545499		3.3742101		up

		35_10337		0.26715946		-0.010667801		0.5696182		0.3256235		-0.020580292		0.19836235		0.5897007		0.4025097		0.4662285		0.05848503		-0.062952995		-0.3932743		0.24510765		0.28343678		0.16443539		0.010666847		0.06862831		0.16398525		-0.72557163		-0.2951355		-0.69317627		0.123547554		-0.2405119		-0.123355865		0.22581577		0.26261616		0.19649792		-2.843361		-7.1281796		-3.6018023		-6.589382		-6.7486315		-6.4809647		-6.6149817		-3.1167393		-5.2268677				CHR5V7|COORD:370808..372772| zinc finger (C3HC4-type RING finger) family protein		AT5G01960.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionmoderately similar to ( 284)AT5G01960| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:370808-372772 FORWARDnot assigned not assigned not assigned not assigned not assigned RING HRD1 RING zf-C3HC4 				Cluster: Os05g0316000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0316000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DJ87				CHR01V5|COORD:3497896..3501635|protein zinc finger, C3HC4 type family protein, expressed		LOC_Os01g07390.1		CUST_35846_PI403524517		37.56436		5.2312927		37.56436		up

		35_16243		-0.23024368		-0.15260792		-0.34600353		0.16657639		0.25814056		0.32790565		0.37985325		0.29204845		0.17648697		0.030571938		-0.23595524		0.45738506		-0.22344398		-0.22119904		-0.29131508		0.061447144		0.08707619		0.117622375		0.65081596		-0.57083225		0.50284195		-0.0054779053		0.2554798		0.005478859		0.5271902		0.48417377		0.7060528		-0.32038593		-0.5615444		-0.69534874		-1.0451899		-0.98249626		-0.97903824		-0.88727		-1.0150223		-0.96018696				CHR5V7|COORD:21037492..21039834| subtilase family protein		AT5G51750.1		29		0		protein.degradation.subtilases				 no descriptionhighly similar to ( 625)AT5G51750| Symbols:  | subtilase family protein | chr5:21037492-21039834 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PA_subtilisin_like PA Peptidase_S8 AprE PA APC_basic 				Cluster: OSIGBa0147H17.8 protein; n=2; Oryza sativa|Rep: OSIGBa0147H17.8 protein - Oryza sativa (Rice)		UniRef90_Q01JW5				CHR04V5|COORD:28662210..28659880|protein subtilisin-like protease precursor, putative, expressed		LOC_Os04g48416.1		CUST_56995_PI403524517		2.1604865		1.1113563		2.1604865		up

		35_746		-0.9264307		-0.7356911		-0.6350031		-1.175765		-1.4115963		-1.3187723		-1.4604034		-1.4479551		-1.606976		-0.39755344		-0.5004101		-0.024547577		-0.5083561		-1.198781		0.47761536		-0.8121948		-0.9364557		-0.78829956		3.1914606		2.110856		2.7739992		1.5625935		1.6933308		1.4458942		1.3972149		1.1999817		1.3484459		2.5515919		2.1280384		2.018938		0.15951061		0.20536804		0.02454853		0.30321693		0.052568436		-0.03941536				CHR2V7|COORD:16925584..16926701| 40S ribosomal protein S26 (RPS26A)		AT2G40510.1		29		0		protein.synthesis.misc ribososomal protein				 no descriptionweakly similar to ( 120)AT3G56340| Symbols:  | 40S ribosomal protein S26 (RPS26C) | chr3:20903288-20904322 REVERSEweakly similar to ( 142)RS26_ORYSAnot assigned Ribosomal_S26e RPS26B PRK09335 				Rep: 40S ribosomal protein S26 - Oryza sativa (Rice)		UniRef90_P49216				CHR05V5|COORD:23402575..23399874|protein 40S ribosomal protein S26, putative, expressed		LOC_Os05g39960.1		CUST_2729_PI403524517		2.0498102		1.0354903		2.0498102		up

		35_17866		-0.67249393		-0.7847748		-0.764493		-0.9005747		-0.99494267		-0.6593504		0.02470398		-0.4346857		-0.47678566		0.015930176		-0.45498753		-0.015151978		-0.14807415		-0.12914658		-0.7381487		-0.52348995		-0.53213406		-0.53147316		0.85700893		2.0127258		1.3609028		1.348897		1.6484175		1.0959206		2.108717		1.862093		1.7430067		0.70259094		0.5238819		0.5995016		-0.24524403		0.015151978		-0.20083046		1.2895527		0.3903227		0.38777733				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_62664_PI403524517		2.2579262		1.1749983		2.2579262		up

		Contig7501_at		-0.20721579		-0.04026413		-0.08999109		0.014003277		-0.06335735		0.06603432		-0.07528353		-0.105978966		0.15937424		0.2817297		0.11131477		0.115262985		0.46939278		0.53405666		0.45245266		0.28028393		0.37627506		0.28308582		-0.4676237		0.078312874		-0.28190327		0.32536983		-0.014003754		0.68344975		0.32223034		0.23812008		0.33773708		-3.3707585		-4.1932		-3.4079041		-3.1885715		-3.3600574		-3.1916828		-3.3698149		-3.3812623		-3.6863337				calcium-binding EF hand family protein		At4g38810.2     		30.3		0		signalling.calcium				Putative calcium-binding protein				putative calcium-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP52416.1| putative calcium-binding protein [Oryza sativa (jap		NP_920129.1     				protein probable calcium-binding protein (clone Y8) - potato		Os10g09850		CUST_13752_PI404877155		12.098937		3.5968084		12.098937		up

		35_7682		-0.38167572		0.35060596		-0.036352158		-0.024619102		1.0060377		0.92612267		-2.0574713		0.51755047		0.5489235		0.3548832		0.024618149		0.44608688		0.6617155		1.2754269		1.802206		3.4790335		3.5072079		3.489931		0.16459179		-0.17828465		0.38977337		-0.13121986		0.108618736		-0.44616127		0.5091591		-0.3015232		-0.4218645		-1.3757725		-1.012413		-0.56830597		-2.9632516		-3.2097225		-2.702139		-3.4116673		-2.9101357		-3.8164272		4.00E-11		CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein		AT3G19020.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK12678 infB Tymo_45kd_70kd Atrophin-1 APC_basic 		5.00E-35		Cluster: Hypothetical protein OJ1003_A09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_A09.17 - Oryza sativa (japonica cultiv		UniRef90_Q6YZV8		2.00E-36		CHR08V5|COORD:25756322..25755387|protein expressed protein		LOC_Os08g40910.1		CUST_26522_PI403524517		5.303672		2.4069915		5.303672		up

		35_31861		0.47590256		0.6175742		0.8465538		0.9061823		0.8083563		0.6871619		1.0370035		1.0611677		-0.3091526		-0.23398495		0.57769823		-0.32038546		-0.89863205		-0.8179245		-0.8179245		-0.1557126		0.17951775		0.3033991		0.92751503		0.42386484		0.83186436		1.0987945		0.86235714		0.6066904		0.074359894		-0.13611794		-0.07436037		-0.6678858		-0.49924088		-0.509068		-0.45837498		-0.7411251		-0.8520317		-0.4044094		-0.20151186		-1.1124482		2.90E-44		CHR3V7|COORD:8448442..8450656| MATE efflux family protein		AT3G23550.1		34.99		0		transport.misc				 no descriptionweakly similar to ( 174)AT3G23550| Symbols:  | MATE efflux family protein | chr3:8448442-8450656 REVERSEnot assigned MatE NorM PRK01766 PRK00187 				Cluster: Putative MATE efflux protein family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MATE efflux protein family protein - Oryza sativ		UniRef90_Q6Z493				CHR07V5|COORD:18961541..18954628|protein transparent testa 12 protein, putative, expressed		LOC_Os07g31884.1		CUST_112221_PI403524517		2.1703024		1.1178961		2.1703024		up

		35_37998		0.69478416		1.1679511		1.0166969		1.1454206		1.1771898		1.0302663		1.5459313		1.2835245		-0.14743423		-1.5487356		-1.2250559		0.09931898		-1.4273572		-1.6298599		-1.5801656		0.18867064		-0.3490801		0.74562025		1.046845		0.90638924		1.1006923		1.5156727		1.3660073		1.0720329		-0.15131855		-0.05657053		0.05657053		-1.2338374		-1.8731694		-1.6761272		-1.2795784		-3.0975697		-0.79064775		-1.5370841		-0.45157075		-1.5446908		1.00E-04		CHR3V7|COORD:9205171..9206202| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04420.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis]		AT3G25270.1		35.2		0		not assigned.unknown				 no description		5.00E-24		Cluster: Os02g0566300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0566300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0E0A4		3.00E-15		CHR01V5|COORD:15635934..15639882|protein retrotransposon protein, putative, unclassified		LOC_Os01g27430.1		CUST_135466_PI403524517		4.790134		2.260066		4.790134		up

		35_15451		-1.4226608		-0.86239433		-0.24664211		-1.2608647		-0.02971077		0.039596558		-0.8865199		0.6070452		1.4816093		1.0778055		0.02971077		1.2996721		0.7489443		1.760129		3.432538		5.7733545		5.783127		5.806776		-1.0635347		-1.2508926		-0.66970205		0.77861404		0.089832306		0.99544907		1.3629789		1.7432995		1.9509001		-3.7496724		-3.1176214		-2.5826454		-4.18392		-4.1972847		-3.7552538		-3.4880896		-3.4127178		-3.5290565				CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)		AT5G12020.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 137)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEweakly similar to ( 196)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323 				Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)		UniRef90_Q94KM0				CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed		LOC_Os01g08860.1		CUST_54272_PI403524517		15.942437		3.9948003		15.942437		up

		35_1304		0.1167326		0.0774622		0.015786171		-0.7683859		-0.65343		-0.69679356		-0.59687996		-0.33501053		-0.15686512		0.8882446		0.114741325		0.2730503		0.66394234		1.1052485		1.4903212		3.192295		3.2460642		3.2550344		-0.122151375		0.0066814423		-0.0066814423		0.44874096		0.42547703		0.2656269		0.4955759		0.3050661		-0.013626099		-0.94794464		-0.78819656		-0.6043205		-2.708974		-2.670557		-2.7469177		-2.4172134		-2.5568237		-2.4596424		2.00E-15		CHR4V7|COORD:7924349..7925013| four F5 protein-related / 4F5 protein-related		AT4G13615.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 4F5 		3.00E-20		Cluster: Hypothetical protein P0040B10.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040B10.3 - Oryza sativa (japonica cultivar-gro		UniRef90_Q5TKD0		1.00E-21		CHR05V5|COORD:19750857..19755199|protein 4F5 protein family protein		LOC_Os05g33700.1		CUST_4726_PI403524517		4.5614033		2.1894777		4.5614033		up

		35_37618		1.0022173		0.857903		0.8778801		1.0572462		0.97626257		1.084784		1.1195488		1.387608		-0.14370346		-0.9718628		-1.3143921		-1.195951		-0.83157873		-1.1044798		-1.3070536		0.292284		0.54093504		0.24980164		0.64633846		0.87717295		0.92750835		1.1056414		1.072557		0.8444319		-0.26314974		-0.66101503		-0.19046593		-0.9760065		-1.2641892		-1.1549072		-0.62388134		-1.4592221		-1.2727833		-0.9401202		0.14370346		-1.185473		3.00E-33		CHR3V7|COORD:18634362..18639766| KICP-02; microtubule motor		AT3G50240.1		31.1		0		cell.organisation				 no descriptionweakly similar to ( 132)AT5G47820| Symbols: FRA1 | FRA1 (FRAGILE FIBER 1); microtubule motor | chr5:19383731-19389455 FORWARDnot assigned not assigned KISc_KIF4 KISc Kinesin KISc KISc_KHC_KIF5 KISc_KIF3 		1.00E-29		Rep: Kinesin-like protein - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_Q8GS71		5.00E-34		CHR09V5|COORD:1157082..1166873|protein chromosome-associated kinesin KLP1, putative, expressed		LOC_Os09g02650.1		CUST_134042_PI403524517		2.7409108		1.4546554		2.7409108		up

		rbags13d01_s_at		-0.105148315		0.18361664		0.040942192		0.5616379		0.48190022		0.45117855		0.47520065		0.8275919		-0.15083313		-0.09073162		-0.4509039		-0.009971619		-0.7938404		-0.7312355		0.20127678		1.3269587		1.2703371		1.358427		-0.20167923		-0.04430008		0.06836891		0.7591429		0.78803635		0.5596857		0.009970665		0.28107452		0.2028408		-0.9158077		-1.082922		-0.87200737		-2.2898264		-2.1056437		-2.0870175		-1.9194331		-1.9131966		-1.6031914				heat shock protein 70, putative / HSP70, putative		At3g12580.1     		20		0		stress.abiotic.heat				NONE				HSP70 [Triticum aestivum]		AAB99745.1      				protein dnaK protein		Os01g62290		CUST_19367_PI404877155		3.7645178		1.9124651		3.7645178		up

		Contig7944_at		0.24751568		0.6310153		0.3126812		-0.36634302		-0.034157276		-0.37617826		-0.028261662		-0.038121223		-0.117536545		-0.061481953		1.2032552		0.5894232		0.6663003		0.028261662		1.4386964		0.27670002		0.35764742		0.4028368		0.7289438		-0.060737133		-0.28085423		0.21819544		0.9202218		0.48010206		0.4761281		0.36205053		0.8116236		-0.45419073		-1.0467577		-1.2716546		-1.030302		-1.3126612		-1.3121784		-2.4037201		-1.6942065		-0.654953				inorganic phosphate transporter (PHT2)		At5g43370.1     		34.7		0		transport.phosphate				phosphate transporter 6				phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		AAN37901.1      				protein phosphate:H+ symporter		Os04g10750		CUST_14119_PI404877155		3.1350262		1.6484776		3.1350262		up

		35_38546		-0.15614033		-0.5225966		-0.45386624		0.19908237		0.076233864		0.2882371		-1.3571923		-0.6446037		0.6149163		-0.3600304		0.45215368		-0.12240648		0.46146297		0.9272275		0.639565		0.47412395		0.7093954		0.8767266		0.13294029		-0.47724247		-0.2652607		0.16735744		0.39140797		0.49179173		0.44979858		1.05337		0.99549866		-3.0255113		-3.0249605		-3.0032225		-0.07623339		-2.818822		-2.9319859		-2.9293523		-2.9433126		-1.472456		3.00E-08		CHR3V7|COORD:16101865..16107028| RPP1 (RECOGNITION OF PERONOSPORA PARASITICA 1)		AT3G44480.1		20.1		0		stress.biotic				 no descriptionvery weakly similar to (55.8)AT3G44480| Symbols: COG1, RPP10, RPP1 | RPP1 (RECOGNITION OF PERONOSPORA PARASITICA 1) | chr3:16101865-16107028 REVERSEnot assigned not assigned not assigned not assigned COG4886 		1.00E-40		Rep: Mla-like protein - Triticum aestivum (Wheat)		UniRef90_Q84T89		4.00E-35		CHR01V5|COORD:13966225..13962366|protein NB-ARC domain containing protein		LOC_Os01g24820.1		CUST_137444_PI403524517		6.9459343		2.7961688		6.9459343		up

		35_6885		-2.084434		-1.7011194		-1.530283		-1.010541		-1.2013483		-1.1004295		-0.21181011		-0.6920662		-1.0203228		-0.8099861		-1.3539615		-0.883266		-1.5029674		-1.7978497		-1.0740199		-1.8121285		-1.7310185		-1.6940417		2.5087557		0.7963085		1.6552668		2.0325527		2.7511902		1.8378267		2.1272516		2.6870012		2.4480848		1.4071693		0.21181107		0.5126028		0.8674574		1.1178684		0.97405434		0.7418146		0.46562958		0.3152237				CHR5|COORD:3854917..3856977| expressed protein, contains Pfam profile PF03641: decarboxylase family protein		AT5G11950.2		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 300)AT5G11950| Symbols:  | Identical to Lysine decarboxylase-like protein At5g11950 [Arabidopsis Thaliana] (GB:Q84MC2;GB:Q570P8;GB:Q9LYH8); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37210.1); similar to Conserved hypothetical protein 730 [Medicago truncatula] (GB:ABE86251.1); contains InterPro domain Conserved hypothetical protein 730; (InterPro:IPR005269) | chr5:3855073-3856816 FORWARDLysine_decarbox COG1611 				Cluster: Putative lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lysine decarboxylase-like protein - Oryza sativa		UniRef90_Q5TKP8				CHR05V5|COORD:26785077..26787884|protein lysine decarboxylase-like protein, putative, expressed		LOC_Os05g46360.1		CUST_23696_PI403524517		2.5649958		1.3589565		2.5649958		up

		35_26258		0.11707878		0.37350035		0.2448206		0.5627446		0.4965129		0.4657054		0.3748498		0.34862518		0.46409893		-0.35917664		-0.5441041		-0.7028017		-0.5459609		-0.6482663		-0.77634954		-0.39296913		-0.49394226		-0.32672167		0.2866912		0.55497503		0.32097292		0.7768917		0.56903553		0.6927366		0.6325555		0.85419226		0.5828028		-0.596056		-0.58321714		-0.77980137		-0.5028515		-0.16648817		-0.11707878		-0.42608356		-0.7942095		-1.0686822		3.00E-08		CHR4V7|COORD:15385460..15386781| WRKY family transcription factor		AT4G31805.1		35.2		0		not assigned.unknown				 no descriptionnot assigned PRK12323 PRK07764 		6.00E-21		Cluster: Hypothetical protein OJ1297_C09.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1297_C09.23 - Oryza sativa (japonica cultiv		UniRef90_Q6H807		2.00E-22		CHR02V5|COORD:4558839..4559965|protein conserved hypothetical protein		LOC_Os02g08470.1		CUST_91843_PI403524517		2.2115161		1.1450357		2.2115161		up

		35_22886		-1.3889303		-1.366209		-1.3380308		-0.30776787		-0.45379925		-0.16080856		-0.050517082		-0.27903843		-0.08507252		-1.1735735		-0.8738346		-1.2568569		-0.11821556		0.14513111		0.08628273		0.5096998		0.64581585		0.5283823		0.8936882		1.3119831		0.96826935		1.9045858		2.0525217		1.9021187		1.9021187		1.981451		2.121829		-0.7052212		-0.7064476		-0.1523304		0.15553474		0.17941952		0.050518036		0.11613083		-0.09166527		-0.111104965				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_79807_PI403524517		3.5101333		1.8115258		3.5101333		up

		Contig12678_at		-0.01352644		-0.2687106		0.0686717		0.21936464		0.041393757		0.11309528		1.0071378		0.36911583		0.56616735		0.1548276		-0.008268356		0.019937992		0.06953335		0.13765717		-0.24592686		0.008268356		-0.12481594		0.016590595		-0.10324049		-0.12619972		-0.74964285		-0.08329725		0.025121212		0.06900978		0.6131749		0.72147036		0.5286002		-1.4218044		-2.2149425		-2.3923779		-1.8111348		-2.0790136		-1.9493511		-3.068161		-3.1087086		-3.7572386				sugar transporter, putative		At1g54730.2     		34.2		0		transporter.sugars				sugar transporter, putative, similar to ERD6 protein (Arabidopsis thaliana) GI:3123712, sugar-porter family proteins 1 and 2 (Arabidopsis thaliana) GI:14585699, GI:14585701; contains Pfam profile PF00083: major facilitator superfamily protein or  sugar tr				sugar transporter, putative [Arabidopsis thaliana]		NP_850964.1     				protein At5g18840/F17K4_90		Os03g24870		CUST_2308_PI404877155		5.7436576		2.5219698		5.7436576		up

		Contig873_s_at		0.2361288		0.4125862		0.12571907		-0.44464302		-0.48378468		-0.14485931		-0.5400543		-0.24766254		0.21510792		0.32443523		-0.05405712		0.49402046		-0.37803936		-0.27835178		0.7248421		1.6902342		1.7854862		1.7557058		-0.21343231		0.24131393		0.21952248		0.2906294		0.09268284		0.05405712		0.32095432		0.66388416		0.6330948		-0.5720167		-0.6946163		-0.52958584		-1.7862396		-1.7699838		-1.3444395		-0.98676014		-1.4184456		-1.3408232				heat shock protein 70, putative / HSP70, putative		At3g12580.1     		20		0		stress.abiotic.heat				HSP70				HSP70 [Triticum aestivum]		AAB99745.1      				protein dnaK protein		Os01g62290		CUST_14894_PI404877155		2.668779		1.4161798		2.668779		up

		35_22286		-0.6584463		-0.3255217		-0.74725795		-0.08822703		0.0945282		-0.02516365		-0.40996766		-0.16316342		0.529017		-0.14507031		-0.7669461		0.17510891		1.0475783		1.035068		1.3990297		0.83198404		0.47180796		0.53270054		0.26373434		0.02516365		0.42502165		0.751699		0.20099306		0.28559208		0.98046446		1.0323129		0.9110265		-1.7895961		-2.755762		-1.493968		-2.0948777		-2.6179576		-2.6925051		-2.0983477		-2.0151377		-1.8384793		4.00E-23		CHR5V7|COORD:7254070..7255869| hydrolase, alpha/beta fold family protein		AT5G21950.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 104)AT4G33180| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:16000285-16002058 FORWARDnot assigned not assigned not assigned MhpC PRK12323 				Cluster: P0028E10.22 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.22 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q9AS70				CHR01V5|COORD:3515962..3513465|protein hydrolase, putative, expressed		LOC_Os01g07420.1		CUST_77743_PI403524517		6.48434		2.6969597		6.48434		up

		35_1306		0.11645889		0.066106796		0.023309708		-0.7248144		-0.6084242		-0.6745024		-0.54411507		-0.35229683		-0.11324406		0.9444113		0.17511272		0.30092907		0.7097225		1.1356821		1.5617085		3.2828474		3.365736		3.3089123		-0.09259319		-0.042593002		-0.014352798		0.45209122		0.42110252		0.29472923		0.5888958		0.31897926		0.014352798		-0.8781233		-0.7621927		-0.5650549		-2.6287336		-2.6038017		-2.7073278		-2.3578348		-2.5413685		-2.441206		8.00E-17		CHR4V7|COORD:7924349..7925013| four F5 protein-related / 4F5 protein-related		AT4G13615.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 4F5 		5.00E-20		Cluster: Hypothetical protein P0040B10.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040B10.3 - Oryza sativa (japonica cultivar-gro		UniRef90_Q5TKD0		2.00E-21		CHR05V5|COORD:19750857..19755199|protein 4F5 protein family protein		LOC_Os05g33700.1		CUST_4734_PI403524517		4.46442		2.1584728		4.46442		up

		Contig8642_at		-0.15641546		-0.3408575		0.17904902		0.20336199		-0.070218086		-0.046528816		-0.14436722		0.23490524		0.13324165		0.28226233		-0.93402576		0.75464916		-0.22070217		0.028914452		-0.1656537		0.35488987		0.19820213		0.21649742		5.2470407		0.8993554		4.800769		0.010031223		0.4233961		-0.06790924		0.42951727		0.79200125		0.7984791		-0.010030746		-0.87418604		-0.78665066		-1.069541		-0.66751957		-0.6642704		-1.0401559		-1.0523081		-0.9827132		5.00E-29		auxin-responsive AUX/IAA family protein		At4g29080.1     		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				putative auxin-induced protein				putative auxin-induced protein [Oryza sativa (japonica cultivar-group)] gb|AAP44680.1| putative auxin-induced protein [Oryza sativa (japonic		NP_909949.1     				protein putative auxin-induced protein		Os03g58350		CUST_14823_PI404877155		4.8418617		2.2755618		4.8418617		up

		35_34350		-0.74538136		-0.19408846		-0.20422983		0.3865342		0.40357876		0.27459908		0.9015236		0.53013897		-0.49241877		0.023400784		-0.32738495		0.20855045		-0.46192408		-0.29457474		-0.49571133		0.012150764		-0.27575064		0.029706001		0.92538834		0.14115429		0.72169304		0.4028659		0.5064597		0.26054		0.21461964		0.14226675		0.3664527		-0.012150764		-0.32697964		-0.7411995		-0.6608386		-0.6831546		-0.8623438		-0.8903785		-0.80193615		-0.63652706						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_121637_PI403524517		2.0462668		1.0329943		2.0462668		up

		35_14		0.30995703		-0.06972456		0.22445965		-0.71360445		-0.23705578		-0.46537733		0.06972408		-0.95868206		-0.104086876		-0.98699427		-1.0971651		-2.2885344		1.4033089		1.4766283		3.49755		3.6880121		3.482026		3.508912		0.6987562		0.6586795		0.8633537		0.9366894		0.43842268		0.19686222		1.1733708		0.44117737		0.08690357		-0.83165836		-0.7620039		-0.65863323		-0.6190653		-0.77667475		-0.66432714		-0.88304615		-1.0712981		-1.7137609		8.00E-35		CHR5V7|COORD:16190850..16191968| OLEO2 (OLEOSIN 2)		AT5G40420.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (82.8)OLEO2_ORYSAnot assigned not assigned not assigned Oleosin PRK12323 PRK07003 PRK07764 PRK12678 PRK12372 				Rep: High molecular weight oleosin - Hordeum vulgare (Barley)		UniRef90_Q43769				CHR03V5|COORD:27972011..27971039|protein oleosin 18 kDa, putative, expressed		LOC_Os03g49190.1		CUST_55_PI403524517		2.8229177		1.497187		2.8229177		up

		35_10021		-1.1347933		-0.42745638		-0.72502565		-0.84120226		-0.8119168		-0.5378828		-0.7091055		0.17984915		0.10296869		1.5502396		0.9058461		1.5802765		0.19196463		0.2779088		1.5669632		3.555211		3.5815973		3.5341978		0.085803986		-0.7024193		0.17984915		0.55812836		0.02934885		-0.029349327		0.5950618		0.99760437		1.0495162		-1.6896434		-1.5340528		-1.7907648		-1.7473187		-4.3854394		-2.9974935		-3.6271236		-3.0508423		-3.4037294		3.00E-24		CHR5V7|COORD:20908468..20909239| 23.5 kDa mitochondrial small heat shock protein (HSP23.5-M)		AT5G51440.1		20		0		stress.abiotic.heat				 no descriptionvery weakly similar to (90.9)AT5G51440| Symbols:  | 23.5 kDa mitochondrial small heat shock protein (HSP23.5-M) | chr5:20908468-20909239 FORWARDvery weakly similar to (93.6)HS22M_SOYBNHeat shock 22 kDa protein, mitochondrial precursor - Glycine max (Soybean)not assigned HSP20 alpha-crystallin-Hsps IbpA 		4.00E-40		Cluster: Small heat shock protein Hsp23.5 precursor; n=1; Triticum aestivum|Rep: Small heat shock protein Hsp23.5 precursor - Triticum aestivum (Wheat)		UniRef90_Q9ZP25		9.00E-38		CHR02V5|COORD:31914985..31916843|protein heat shock 22 kDa protein, mitochondrial precursor, putative, expressed		LOC_Os02g52150.2		CUST_34756_PI403524517		7.9938097		2.9988832		7.9938097		up

		HD12H12r_at		-0.17756414		0.60398436		0.39653683		0.6705966		0.9994235		0.65642977		1.1846452		1.3512855		0.4131198		-0.8567648		-0.7226715		-0.5886502		0.055324554		0.024236202		-0.18619871		0.5649543		0.33891344		0.7640891		0.0858798		-0.024236202		0.033291817		0.493896		0.44482374		0.274477		-0.4942069		-0.74892235		-0.36023426		-1.3509045		-1.5734019		-1.5788321		-2.48975		-1.834507		-1.8360691		-1.8120499		-1.6712403		-2.0596352				metal transporter, putative (ZIP4)		At1g10970.1     		34.12		0		transport.metal				ZRT, IRT-LIKE PROTEIN;metal transporter, putative (ZIP4), similar to Zn and Cd transporter ZNT1 (Thlaspi caerulescens) gi:7381054:gb:AAF61374; member of the Zinc (Zn2+)-Iron (Fe2+) permease (ZIP) family, PMID:11500563				putative ZIP-like zinc transporter [Oryza sativa (japonica cultivar-group)]		AAP31902.1      				protein ZIP zinc/iron transport family		Os05g10940		CUST_16678_PI404877155		3.405594		1.7679065		3.405594		up

		35_23839		0.15605068		0.46847868		0.0072140694		0.43521595		0.22844887		0.20351791		0.3386879		0.30029106		-0.58808136		-0.94601154		-1.5409355		-2.0202737		-1.4338737		-0.9739356		-1.0565772		-0.0031404495		-0.45563173		0.0031404495		0.06622839		0.9823532		0.5426197		1.0341358		0.8439369		0.6761122		0.3014207		0.3435893		0.2819929		-1.7489748		-1.1263242		-1.3882985		-2.8003173		-2.2013798		-2.056672		-2.2822263		-2.0466971		-1.9844205				CHR3V7|COORD:62463..65685| glycogen synthase, putative		AT3G01180.1		2		0		major CHO metabolism.synthesis.starch.starch synthase				 no descriptionmoderately similar to ( 201)AT3G01180| Symbols: ATSS2 | glycogen synthase, putative | chr3:62463-65685 REVERSEmoderately similar to ( 223)SSY22_ORYSAglgA GlgA RfaG 				Rep: Starch synthase IIA - Triticum aestivum (Wheat)		UniRef90_Q9SPM9				CHR02V5|COORD:31232327..31227021|protein soluble starch synthase 2-2, chloroplast precursor, putative, expressed		LOC_Os02g51070.1		CUST_83145_PI403524517		5.7480702		2.5230777		5.7480702		up

		35_16395		-0.22309351		-0.067917824		0.020489216		-0.07168579		-0.39889622		-0.07631254		-0.75952387		-0.46363258		-0.18197441		0.4019003		0.5689635		0.7690759		-0.028437138		-0.18083334		0.24958515		-0.020489216		-0.2970667		-0.14936495		1.4742346		1.4156489		1.1267347		1.1438055		1.3231392		1.1153708		0.993217		1.1214514		1.0333996		0.5064416		0.32417536		0.38805676		0.054947853		-0.049186707		-0.10123682		-0.24622965		-0.21060896		-0.39748812				CHR1V7|COORD:23972513..23977032| ATGCN3 (Arabidopsis thaliana general control non-repressible 3)		AT1G64550.1		34.16		0		transport.ABC transporters and multidrug resistance systems				 no descriptionnearly identical (1043)AT1G64550| Symbols: ATGCN3 | ATGCN3 (Arabidopsis thaliana general control non-repressible 3) | chr1:23972513-23977032 FORWARDvery weakly similar to (58.2)CYSA_ANTFOProbable sulfate/thiosulfate import ATP-binding protein cysA - Anthoceros formosae (Hornwort)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Uup PRK10636 PRK11147 PRK11819 ABCF_EF-3 COG1123 ABC_tran FepC ZnuC CbiO ABCC_MRP_Like ABC_Metallic_Cations ABC_Iron-Siderophores_B12_Hemin ABC_cobalt_CbiO_domain1 ABC_ATPase CydD SalX ABCC_Protease_Secretion ABC_Org_Solvent_Resistant SunT ABC_DR_subfamily_A znuC MdlB COG3638 Ttg2A CcmA ModF ABC_MJ0796_Lo1CDE_FtsE ABC_cobalt_CbiO_domain2 ABCC_cytochrome_bd TauB DppF ABC_PhnC_transporter ABC_Class3 ABC_KpsT_Wzt ABCC_bacteriocin_exporters COG1245 FtsE TagH CcmA ABC_ModC_molybdenum_transporter ABC_NrtD_SsuB_transporters ABC_subfamily_A ABCC_ATM1_transporter ArpD CydC PRK11160 MglA COG4586 ABC_NikE_OppD_transporters ABC_Carb_Solutes_like CysA ABCD_peroxisomal_ALDP COG4178 sufC PotA ABCC_MsbA ABC_PstB_phosphate_transporter ABC_Carb_Monos_I ABC_Mj1267_LivG_branched ABC_TM1139_LivF_branched COG4559 ABC_FtsE_transporter ATM1 ThiQ AbcC ABC_NatA_like PRK10908 PRK10938 ABCC_CFTR1 ABC_MTABC3_MDL1_MDL2 MalK ABCC_MRP_domain1 ABC_BcrA_bacitracin_resist LivG ABC_HisP_GlnQ_permeases ABC_CcmA_heme_exporter lolD ABCC_Glucan_exporter_like NatA COG3845 ABC_OpuCA_Osmoprotection PRK10619 ABC_ThiQ_thiamine_transporter COG4172 potA ABC_NatA_sodium_exporter fecE PhnK ABC_drug_resistance_like CeuD ssuB ABCC_TAP PRK10253 ABC_FeS_Assembly AppF PRK10419 HisP ABCC_NFT1 LivF ABC_RNaseL_inhibitor_domain2 OpuBA PvdE btuD ABC_YhbG ABCC_Hemolysin COG4619 dppF PRK11174 COG4674 ArtP ABCC_MRP_domain2 GlnQ ABC_MetN_methionine_transporter SapF COG4152 ABC_PotA_N COG4181 livG tauB ABC_putative_ATPase PRK10522 ABC_ModC_like fbpC TauB PhnK PRK11831 ABC_MalK_N araG artP potG ABC_Carb_Monos_II DppD ABC_CysA_sulfate_importer thiQ PRK10790 PRK11176 ABCG_White ABCG_EPDR glnQ ABC_DrrA PstB COG4136 ModC ABC_RNaseL_inhibitor_domain1 YhbG phnK metN PRK10575 PRK10535 ABC_Rad50 TT_ORF1 PRK11264 PRK03695 ABC_Pro_Gly_Bertaine PRK11000 PRK10851 PhnL PRK10261 ycf16 ugpC sufC ABCC_CFTR2 PRK09700 modC Protamine_P1 ABC_RNaseL_inhibitor PRK10744 				Cluster: Putative ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)		UniRef90_Q6K7R4				CHR02V5|COORD:35517489..35511662|protein protein GCN20, putative, expressed		LOC_Os02g58020.1		CUST_57497_PI403524517		2.2411463		1.1642368		2.2411463		up

		35_2392		-0.79566765		-0.6864791		-0.69620514		-0.22114754		-0.11434364		-0.16369534		-0.1355977		-0.24946213		0.02930832		-0.8814783		-0.90615416		-0.99846315		0.27848577		-0.02930832		1.2728705		-0.4625559		-0.68407154		-0.5643172		1.6630206		2.0443559		1.6812243		2.374433		2.2696204		2.5281253		2.391686		2.4755635		2.396873		-0.5637903		-0.19353247		-0.044852734		0.83812857		0.8304868		0.81024504		0.86011267		1.0025773		0.87581396				CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding		AT5G02310.1		16.7		0		secondary metabolism.wax				 no descriptionweakly similar to ( 179)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned 				Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JQP7				CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed		LOC_Os01g05500.2		CUST_8553_PI403524517		3.2765791		1.7121904		3.2765791		up

		35_25429		0.36286688		0.45367098		0.0423913		-0.40682602		-0.4834652		-0.42024803		-0.4045086		-0.35537004		-0.55497456		0.05348158		0.08999157		0.54429436		-0.9336858		-1.6000767		-1.3543863		-1.4767885		-1.4645615		-0.9680953		1.1430473		1.9995317		1.540688		1.5431571		1.037252		0.76685		1.4787068		1.4428911		1.4004493		1.2012339		1.1199675		1.245194		-0.10496569		-0.0423913		-0.1440301		-0.56069565		-0.24673939		-0.91941786				0		0		35.2		0		not assigned.unknown				 no descriptionDUF1618 				Cluster: Os01g0244000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0244000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JP45				CHR01V5|COORD:7943774..7942016|protein expressed protein		LOC_Os01g14180.1		CUST_88871_PI403524517		2.2981787		1.200491		2.2981787		up

		35_25187		-0.04546976		0.89787006		1.129189		1.1904588		1.1213255		0.9514904		1.0490618		1.1871834		-0.10257435		0.24831533		0.4346857		0.04546976		-0.47873545		-0.39212894		-0.37254858		0.3216858		-0.24332762		0.47672558		0.05221796		0.5756912		0.5301051		1.130857		0.9849968		0.7594671		-0.3432393		-0.19943905		-0.4046235		-0.32360268		-1.0471611		-0.4305339		-0.50994873		-0.8162489		-0.4313321		-0.9448025		-0.7267544		-1.3677433		7.00E-43		CHR4V7|COORD:9044098..9045558| epoxide hydrolase-related		AT4G15955.1		26.1		0		misc.misc2				 no descriptionweakly similar to ( 169)AT4G15955| Symbols:  | catalytic/ hydrolase | chr4:9044663-9045558 REVERSEnot assigned not assigned PRK03592 MhpC PRK00870 PRK05855 Abhydrolase_1 PldB PRK03204 				Rep: Putative hydrolase - Oryza sativa (Rice)		UniRef90_Q8SAY9				CHR03V5|COORD:34767878..34764415|protein epoxide hydrolase 2, putative, expressed		LOC_Os03g61360.1		CUST_87978_PI403524517		2.108209		1.0760179		2.108209		up

		Contig3287_x_at		-1.0863628		-0.7555704		0.6081362		-0.65004873		-0.029834747		-0.11647177		0.31980705		1.2311068		1.8342094		0.81847		-0.24823713		0.72854996		0.24350071		0.9342165		2.5943308		5.4552927		5.280511		5.4004116		-0.84592724		-0.5797882		-0.7562742		0.1482768		0.02983427		0.10425234		1.6107626		1.8050346		2.0039377		-1.6940956		-1.6775374		-1.8685293		-2.5119467		-2.3000827		-1.6373587		-1.447391		-1.680335		-1.4789438				17.6 kDa  class II heat shock protein (HSP17.6-CII)		At5g12020.1     		20		0		stress.abiotic.heat				 small heat shock protein HSP17.8				small heat shock protein HSP17.8 [Triticum aestivum]		AAK51797.1      				protein small heat shock protein HSP17.8		Os01g08860		CUST_9529_PI404877155		4.600576		2.2018144		4.600576		up

		35_34639		2.680478		2.5344744		2.539589		2.4294024		2.4320898		2.4902935		2.248292		2.4698792		2.2126942		-2.8428974		-2.8958635		-3.568717		-2.355713		-2.474557		-2.2905107		-1.900619		-2.2299452		-1.8332272		1.5752668		2.103116		1.7668896		2.5138912		2.2319555		2.473463		2.117817		2.1121302		2.1591015		-2.774427		-2.4996257		-1.7292972		-2.3383293		-2.494761		-2.1373415		-1.5752673		-2.1079273		-2.3749776						0		35.2		0		not assigned.unknown				 no description				Vrs1 Homeobox transcription factor		0				0		0		CUST_122777_PI403524517		20.292055		4.342843		20.292055		up

		35_15454		-1.0745196		-0.7489395		0.663713		-0.6291647		-0.016694546		-0.15572739		0.016694546		1.1285868		1.990221		0.81470966		-0.24164486		0.6477275		0.09647465		0.76510096		2.320881		5.3922462		5.3571167		5.3253098		-0.92932796		-0.44239902		-0.982368		0.060111046		0.18203211		0.06524372		1.5563354		1.9137506		2.102254		-1.3849254		-1.5821123		-1.3418798		-2.056047		-2.0175195		-1.3322196		-1.6091824		-1.568316		-0.2529173				CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)		AT5G12020.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 138)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEmoderately similar to ( 205)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323 PRK12678 				Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)		UniRef90_Q94KM0				CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed		LOC_Os01g08860.1		CUST_54281_PI403524517		3.6107678		1.8523057		3.6107678		up

		35_20288		-0.286335		0.0069794655		-0.018085957		-0.7943592		-0.9182935		-0.36032152		0.040641308		-0.54371166		-0.26971722		-0.23375463		-0.106944084		0.117954254		-0.47276688		-0.61994743		-0.0069794655		-0.58249426		-0.7813177		-0.6574564		1.1801629		0.99782896		0.66138935		1.1617789		1.1580238		1.0848193		1.6684413		1.8279362		1.6321006		0.9917903		0.7243571		0.89060163		0.31525612		0.4224143		0.015512943		-0.41238928		-0.23251104		-0.7255964				CHR2|COORD:13658587..13660998| heat shock protein 70 family protein / HSP70 family protein, similar to SP:P22953 Heat shock cognate 70 kDa protein 1 (Hsc70.1)		AT2G32120.2		20		0		stress.abiotic.heat				 no descriptionmoderately similar to ( 211)AT2G32120| Symbols: HSP70T-2 | HSP70T-2; ATP binding | chr2:13658797-13660488 REVERSEweakly similar to ( 112)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned dnaK HSP70 dnaK DnaK hscA hscA 				Cluster: DnaK protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaK protein, expressed - Oryza sativa (japonica cultivar-group)		UniRef90_Q10PW8				CHR03V5|COORD:6226432..6223105|protein heat shock 70 kDa protein 1, putative, expressed		LOC_Os03g11910.1		CUST_70808_PI403524517		2.0598807		1.0425608		2.0598807		up

		35_21666		0.10884476		0.44180965		0.19179916		0.20088863		0.32218075		0.43168736		-0.06809521		0.20938396		0.18372154		-0.51462746		-0.43195057		-0.704504		0.17511845		0.19300842		0.30924606		0.11330891		-0.0053157806		-0.0768137		-0.31306553		-0.20006657		0.20980549		0.20297623		0.34465885		-0.037062645		0.15305328		0.0053157806		0.12248421		-0.6723337		-0.64379215		-0.30785275		-1.6849747		-1.8102427		-1.6185961		-1.7837734		-2.1360855		-2.111845				CHR1V7|COORD:5149409..5151010| GAI (GA INSENSITIVE); transcription factor		AT1G14920.1		27		0		RNA.regulation of transcription.GRAS transcription factor family				 no descriptionmoderately similar to ( 303)AT1G14920| Symbols: RGA2, GAI | GAI (GA INSENSITIVE); transcription factor | chr1:5149409-5151010 FORWARDmoderately similar to ( 303)SLR1_ORYSAnot assigned not assigned not assigned not assigned GRAS PRK07003 PRK12678 Herpes_BLLF1 				Rep: GAI protein - Oryza sativa (Rice)		UniRef90_Q6S5L6				CHR01V5|COORD:26372688..26371014|protein DELLA protein RGA, putative, expressed		LOC_Os01g45860.1		CUST_32003_PI399408534		2.7761126		1.4730661		2.7761126		up

		35_1969		0.09347248		0.21377373		0.10470295		0.03923893		-0.040524483		-0.03125477		-0.21410656		-0.13287354		-0.092022896		0.31478405		0.3452835		0.37240505		0.11271095		0.14364624		0.24087143		0.019597054		-0.019838333		0.03774166		0.4758072		0.24405098		0.3396263		0.06999302		0.12853146		0.055952072		-0.044237137		-0.12234783		-0.019598007		-0.4531088		-0.6473074		-0.60278034		-1.3081541		-1.3799334		-1.4166718		-1.4571915		-1.4284382		-1.3936281				CHR5V7|COORD:22364863..22367635| 2-oxoacid dehydrogenase family protein		AT5G55070.1		35.1		0		not assigned.no ontology				 no descriptionhighly similar to ( 529)AT5G55070| Symbols:  | 2-oxoacid dehydrogenase family protein | chr5:22364863-22367635 FORWARDnot assigned not assigned not assigned not assigned PRK05704 AceF PRK11856 2-oxoacid_dh PRK11855 aceF PRK11857 kgd PRK11892 Biotin_lipoyl AccB PRK09282 				Rep: H0718E12.4 protein - Oryza sativa (Rice)		UniRef90_Q01LB1				CHR04V5|COORD:19190888..19195380|protein dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial		LOC_Os04g32330.1		CUST_7101_PI403524517		2.37201		1.2461101		2.37201		up

		Contig2008_s_at		-1.3678012		0.823164		-0.48295403		1.0884714		0.75137424		0.81041145		1.6960192		1.5121679		0.13059759		-0.58843184		-0.4638934		-1.0138898		-1.7304037		-0.13059759		-0.47378063		1.08148		0.7487469		1.2099409		0.5034485		-1.368783		0.77571774		1.1706009		1.1748223		0.7912159		1.1794643		1.476934		2.2266736		-0.85756874		-1.0885434		-1.0671945		-0.6444144		-0.91768265		-0.90403175		-0.48109102		-0.6394534		-0.20226479				18.1 kDa class I heat shock protein (HSP18.1-CI)		At5g59720.1     		20		0		stress.abiotic.heat				 class I small heat shock protein				17 kDa class I small heat shock protein [Hordeum vulgare subsp. vulgare]		CAA69172.1      				protein 16.9 kda class i heat shock protein. [rice		Os01g04370		CUST_6808_PI404877155		3.110026		1.6369265		3.110026		up

		35_49439		0.7804203		0.96057796		0.8970041		0.97823334		1.0762472		1.2402334		0.9437103		1.131033		1.1458406		-1.1843247		-1.0853162		-1.0075436		-1.04458		-1.287087		-1.3628592		-0.67473936		-0.76560926		-0.8860979		0.3400545		1.3370838		1.0198488		1.131033		1.0733204		1.091568		1.0415297		1.1338787		1.1823311		-0.7408805		-0.6086793		-0.575438		-0.340055		-0.39126062		-0.46688128		-0.66092825		-0.4418664		-0.6878023		3.00E-27		CHR1V7|COORD:12417309..12421167| leucine-rich repeat transmembrane protein kinase, putative		AT1G34110.1		30		0		signalling.receptor kinases.leucine rich repeat XI				 no descriptionweakly similar to ( 117)AT1G34110| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:12417309-12421167 REVERSE		8.00E-35		Cluster: Putative receptor-like protein kinase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase 2 - Oryza sativa (japon		UniRef90_Q69X93		4.00E-36		CHR06V5|COORD:23147854..23143702|protein receptor-like protein kinase precursor, putative, expressed		LOC_Os06g38990.1		CUST_12262_PI399408534		2.9999487		1.5849378		2.9999487		up

		35_2582		-0.29977226		0.11282873		0.20751762		0.12103462		0.15623617		0.17124844		0.8910694		0.7230053		0.04446459		-1.0092497		-1.1714053		-1.0585489		-0.9148903		0.056835175		0.05619383		0.17492151		0.011703014		-0.2719655		-0.3577814		-0.011702538		-0.13930082		0.22192717		0.5334215		0.029143333		0.5484481		0.88332033		1.190515		-1.1876383		-1.2423334		-1.0627794		-1.7731223		-1.6239305		-1.0384393		-0.7678952		-1.3769512		-0.512722		3.00E-06		CHR4V7|COORD:570242..571483| meprin and TRAF homology domain-containing protein / MATH domain-containing protein		AT4G01390.1		35.2		0		not assigned.unknown				 no description		3.00E-16		Cluster: Os10g0478500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0478500 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0IWY8		1.00E-17		CHR10V5|COORD:17627535..17615891|protein MATH domain containing protein		LOC_Os10g33830.1		CUST_9191_PI403524517		2.8249009		1.4982003		2.8249009		up

		35_6043		0.38944435		-0.06016922		-0.4366789		0.91778946		0.43945026		1.3514509		-1.3855338		1.5319357		1.4027033		-1.0766711		-0.73332214		-0.77809095		0.5709591		0.8097811		1.254509		0.1503725		-0.07667065		0.06016922		-1.94449		-0.66332054		0.2627926		1.2335625		1.0746965		0.99379826		0.6357956		1.3724642		-0.12793541		-3.0123882		-1.7036886		0.46450996		-3.7220473		-3.528524		-3.869196		-3.171782		-3.7049909		-3.772738		1.00E-20		CHR4V7|COORD:6374801..6375073| wound-responsive family protein		AT4G10270.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (78.6)AT4G10270| Symbols:  | wound-responsive family protein | chr4:6374801-6375073 FORWARD		5.00E-34		Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)		UniRef90_Q259Z0		2.00E-35		CHR04V5|COORD:32104684..32100580|protein retrotransposon protein, putative, unclassified		LOC_Os04g54280.1		CUST_20810_PI403524517		9.230876		3.2064676		9.230876		up

		Contig3284_x_at		-1.2998915		-0.8346076		-0.016174793		-1.4061847		-0.15226507		0.016174793		-0.5715833		0.87034273		1.7882085		1.290503		0.05696392		1.1194558		1.0384736		2.0096936		3.699592		6.0975337		5.9856944		5.989367		-0.9023223		-0.9767852		-0.58659554		0.73115396		0.09741783		0.9569516		1.6954532		1.915154		2.1561704		-4.5682063		-3.4041705		-2.5797038		-4.630514		-4.884845		-4.4483166		-3.934708		-3.781263		-4.1747284				17.6 kDa  class II heat shock protein (HSP17.6-CII)		At5g12020.1     		20		0		stress.abiotic.heat				 small heat shock protein HSP17.8				small heat shock protein HSP17.8 [Triticum aestivum]		AAK51797.1      				protein small heat shock protein HSP17.8		Os01g08860		CUST_9522_PI404877155		24.425888		4.610339		24.425888		up

		35_21469		0.48143482		0.2561369		0.57156086		0.6162605		0.71510315		0.4361949		0.7998748		0.6514082		-0.05246353		-1.3454375		-1.2814946		-1.1293626		-1.7349453		-1.7045131		-2.250092		-1.8220415		-1.5351238		0.05246353		0.5653715		0.75345993		0.37264442		0.9786854		1.5403495		0.8660574		0.34768486		0.34768486		0.23269606		-1.3744812		-1.9204383		-1.3821902		-0.7934437		-1.2709622		-1.5159168		-1.2764573		-0.6079664		-1.0699697		4.00E-06		CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein		AT4G13340.1		35.2		0		not assigned.unknown				 no description		4.00E-29		Cluster: Hypothetical protein P0005C02.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005C02.106 - Oryza sativa (japonica cultivar		UniRef90_Q7EZU0		2.00E-30		CHR08V5|COORD:13840282..13840959|protein expressed protein		LOC_Os08g23170.1		CUST_74881_PI403524517		3.7657573		1.91294		3.7657573		up

		35_19557		-0.03564787		-0.25435877		-0.20711565		0.03564787		-0.1516285		0.33478165		0.14157295		0.20097733		0.33603287		-0.9451871		-0.9796181		-1.0935087		-0.049775124		-0.095844746		0.059508324		0.3095808		0.1288228		0.30575943		0.18968105		0.49242115		0.29949093		0.8293495		0.6942711		0.77546215		1.148366		1.2317924		1.226078		-0.9612527		-0.85886383		-0.6673813		-0.5601344		-0.55527735		-0.40792513		-0.3182454		-0.4821663		-0.35538816				CHR5V7|COORD:2326926..2330012| amidase family protein		AT5G07360.1		26.8		0		misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases				 no descriptionhighly similar to ( 657)AT5G07360| Symbols:  | amidase family protein | chr5:2326926-2330012 REVERSEnot assigned not assigned Amidase GatA gatA PRK09201 PRK07486 PRK08137 PRK06170 PRK06169 PRK07487 PRK07488 PRK12470 PRK06102 PRK07235 PRK06828 PRK07042 PRK07056 PRK06061 PRK08186 PRK06707 PRK08310 PRK06565 PRK05962 PRK11910 PRK07139 PRK07869 PRK06529 				Cluster: Os11g0536800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0536800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0ISC5				CHR11V5|COORD:19074983..19070908|protein amidase, putative, expressed		LOC_Os11g33090.1		CUST_68400_PI403524517		2.5302553		1.339283		2.5302553		up

		Contig91_at		-1.0949092		-0.97719955		-0.8640671		-1.1382318		-1.4338865		-0.9769707		-1.5702367		-2.1094155		-0.87450075		0.022960186		-0.022960663		0.16444111		-0.43957233		-0.7938204		0.22141075		-0.43729162		-0.8324456		-0.6251602		3.305705		1.8018923		3.0061522		1.4908319		1.4951816		1.1801515		1.5810227		1.2730484		1.6823602		2.2838535		2.2133646		2.0879064		0.3043933		-0.21648741		0.069114685		-0.2122469		-0.34985447		0.050644398				0		0		20		0		stress.abiotic.heat				NONE				0		0				0		0		CUST_15222_PI404877155		2.2597828		1.1761842		2.2597828		up

		35_3020		-0.3201933		4.23E-04		0.041002274		0.023735046		-0.054279327		-0.008076668		-0.24845219		-0.54790306		-0.29006958		0.28863525		0.44047928		0.4897232		0.13322449		0.19735813		0.27633572		0.21192646		0.21293163		0.26567554		0.49046516		0.13770294		0.29322243		0.12972832		0.16042423		0.13370991		-4.24E-04		-0.20232105		-0.019452095		-1.9706984		-2.3116302		-2.2544742		-2.8796706		-2.8148327		-2.8884482		-3.3661299		-3.4905572		-3.4031644				CHR3V7|COORD:23201404..23206703| ATMRP10 (Arabidopsis thaliana multidrug resistance-associated protein 10)		AT3G62700.1		34.16		0		transport.ABC transporters and multidrug resistance systems				 no descriptionhighly similar to ( 592)AT3G62700| Symbols: ATMRP10 | ATMRP10 (Arabidopsis thaliana multidrug resistance-associated protein 10) | chr3:23201404-23206703 REVERSEweakly similar to ( 144)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 ABCC_NFT1 ABCC_SUR2 MdlB SunT ABCC_Glucan_exporter_like CydD ABCC_CFTR2 ABCC_MRP_Like ABCC_ATM1_transporter ABC_MTABC3_MDL1_MDL2 ABCC_MsbA CydC ABCC_bacteriocin_exporters PRK10790 ATM1 PRK11174 ABCC_Hemolysin PRK11160 PRK11176 ABCC_Protease_Secretion ABC_tran CcmA ArpD ABCC_TAP AbcC ABC_PstB_phosphate_transporter PRK10789 ABC_cobalt_CbiO_domain1 ABCC_cytochrome_bd ABC_NikE_OppD_transporters ABCC_MRP_domain1 CbiO ABC_Metallic_Cations ABC_MetN_methionine_transporter FepC ABC_PhnC_transporter COG1123 MglA COG4178 COG3638 ABC_Iron-Siderophores_B12_Hemin ABC_Org_Solvent_Resistant Ttg2A ABC_DR_subfamily_A ABC_Class3 ZnuC ABC_Mj1267_LivG_branched DppD ABC_TM1139_LivF_branched PstB OpuBA ABC_MJ0796_Lo1CDE_FtsE ABC_ATPase SalX DppF GlnQ MalK LivF ABC_OpuCA_Osmoprotection ABC_subfamily_A ABC_cobalt_CbiO_domain2 TauB ABC_NrtD_SsuB_transporters PotA ABC_Carb_Solutes_like PRK10522 COG3845 YhbG metN PhnK ABC_HisP_GlnQ_permeases CysA PvdE COG4172 NatA ABC_YhbG btuD LivG ABC_NatA_sodium_exporter ABC_drug_resistance_like ABC_putative_ATPase ABC_Carb_Monos_I ABC_ModC_like FtsE ABC_KpsT_Wzt ABC_Pro_Gly_Bertaine COG4619 ABC_BcrA_bacitracin_resist ABC_FtsE_transporter ABCC_CFTR1 ABC_DrrA TagH COG4559 ABCG_EPDR fecE ProV ABC_PotA_N AppF ABC_CysA_sulfate_importer COG4181 PRK10070 ABCD_peroxisomal_ALDP PRK10744 ThiQ COG4674 ABC_Carb_Monos_II ModC PRK10419 PRK09700 SapF ugpC Uup PRK10247 HisP ABC_MalK_N PRK10535 PRK10851 araG sufC TauB ModF PRK10895 CcmA potA PRK11264 CeuD oppD phnK PRK11000 PRK10575 ABC_ThiQ_thiamine_transporter PRK10253 ABCC_SUR1_N PRK10619 ssuB ABC_ModC_molybdenum_transporter glnQ ABC_FeS_Assembly ABC_NatA_like COG4152 PhnL znuC potG dppF PRK11819 PRK10584 modC PhnK ABCG_White artP thiQ ArtP PRK03695 COG4586 COG4136 fbpC PRK10762 PRK10261 PRK10982 tauB ABCF_EF-3 livF ABC_CcmA_heme_exporter livG PRK10908 PRK10636 SapD lolD ABC_PDR_domain1 PRK10418 sufC ABC_PDR_domain2 				Cluster: MRP-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: MRP-like ABC transporter - Oryza sativa (japonica cultivar-group)		UniRef90_Q8GU65				CHR04V5|COORD:7292133..7281411|protein multidrug resistance-associated protein 4, putative, expressed		LOC_Os04g13210.1		CUST_10695_PI403524517		7.699371		2.9447405		7.699371		up

		35_28896		-0.03271234		-0.067061424		-0.0071367025		0.014794946		-0.004544258		0.044910073		0.019153953		0.03320813		-0.0047467947		-0.0403471		0.21079361		0.008139491		-0.040010095		-0.015777111		-0.0020823479		0.001129508		-0.028330803		-0.03941405		5.657115		5.7963815		5.387606		6.028407		5.9923153		6.9577413		5.9477463		6.16399		6.303489		-0.001129508		-0.013248086		-0.018589973		2.1956263		-0.003934622		-0.011954069		-0.027097344		-0.028330803		2.705193						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_101244_PI403524517		45.040134		5.4931393		45.040134		up

		35_21527		0.006219864		0.04803753		-0.006219864		0.03238392		0.29905128		0.30478287		0.49749374		0.53088474		0.4852419		0.22636509		-1.1933408		0.41944885		-1.393055		-1.4555869		-1.5250149		-1.615057		-1.658237		-1.471488		1.2882633		-0.40053558		0.9618292		0.07721138		0.25550747		0.18854904		0.8059406		0.7431536		0.7887659		-1.3682923		-1.3899989		-1.7514791		-1.3257871		-1.1692157		-1.430346		-1.1750226		-1.2743421		-1.2273655				CHR4V7|COORD:17849666..17852139| mannitol dehydrogenase, putative		AT4G37970.1		16		0		secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD				 no descriptionmoderately similar to ( 377)AT4G37970| Symbols:  | mannitol dehydrogenase, putative | chr4:17849666-17852139 FORWARDmoderately similar to ( 404)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdhP PRK09422 AdhC Tdh Qor ADH_N tdh ADH_zinc_N PRK10083 PRK10309 PRK12678 PRK09880 PRK07003 PRK12323 Herpes_BLLF1 APC_basic 				Cluster: Os04g0612700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0612700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JA75				CHR04V5|COORD:30850475..30856531|protein mannitol dehydrogenase, putative, expressed		LOC_Os04g52280.1		CUST_75096_PI403524517		3.6526618		1.8689482		3.6526618		up

		35_37969		0.017623901		0.2310319		0.10037756		0.23083496		-0.12329292		-0.36630487		-0.26436234		-0.017623901		0.64017296		0.36639643		0.25224733		0.2403388		0.39836502		0.35396004		0.37538433		-0.12973022		-0.5177212		0.07488489		-0.11128569		-0.3209319		-0.2788658		0.42335892		0.069869995		0.9356451		0.6740942		1.163374		0.6886487		-2.0194194		-2.430489		-2.053092		-2.1268592		-2.3813698		-1.555037		-1.6209269		-1.6747317		-2.9547482						0		35.2		0		not assigned.unknown				 no description		3.00E-05		Cluster: Leucine Rich Repeat family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein - Oryza sativa (japonica cultiv		UniRef90_Q2R4C1		9.00E-07		CHR11V5|COORD:16282944..16279960|protein pollen signalling protein with adenylyl cyclase activity, putative, expressed		LOC_Os11g29000.1		CUST_135362_PI403524517		5.4686155		2.4511757		5.4686155		up

		35_22900		0.029200554		-0.11348343		0.06346607		0.20645618		0.25972652		0.12963581		0.19957733		0.23616028		0.26255322		-0.14042759		-0.24304867		-0.4451294		0.057261467		0.12812424		0.16031456		-0.029200554		-0.06599712		-0.07859707		-0.44737053		0.049731255		-0.32180023		0.03681755		0.12870693		0.20174122		0.1452179		0.24900913		0.20441437		-1.888032		-2.3212757		-1.873312		-1.4051304		-1.3396139		-1.4684916		-1.530426		-1.451643		-1.4392967		2.00E-29		CHR4V7|COORD:12939078..12940733| adenylate kinase family protein		AT4G25280.1		23		0		nucleotide metabolism.phosphotransfer and pyrophosphatases.uridylate kinase				 no descriptionweakly similar to ( 125)AT4G25280| Symbols:  | adenylate kinase family protein | chr4:12939078-12940733 REVERSEnot assigned not assigned ADK adk ADK Adk adk 		3.00E-40		Rep: B0616E02-H0507E05.4 protein - Oryza sativa (Rice)		UniRef90_Q01HW8		1.00E-41		CHR04V5|COORD:357987..353429|protein adenylate kinase, putative, expressed		LOC_Os04g01530.2		CUST_79856_PI403524517		3.1659358		1.662632		3.1659358		up

		35_50657		0.078278065		0.56118155		0.39390516		0.20050049		0.82136583		0.6342416		0.26310682		0.8755679		1.054357		-0.7519169		-0.72256446		-1.4349983		-0.32885742		0.27228546		-0.13847637		0.39102316		-0.644403		-0.4072528		-0.5403304		0.27994776		-0.07827854		0.4496627		0.8134408		0.9191327		0.8329272		0.75624037		0.6821389		-0.9656739		-0.82741547		-0.9973519		-1.3381073		-1.0498021		-1.0440493		-0.72983694		-0.4550705		-0.62292695		2.00E-16		CHR1V7|COORD:25729473..25730447| AP2 domain-containing transcription factor, putative		AT1G68550.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionvery weakly similar to (60.1)AT1G22190| Symbols:  | AP2 domain-containing transcription factor, putative | chr1:7836234-7837019 FORWARDvery weakly similar to (57.0)ERF5_TOBACEthylene-responsive transcription factor 5 - Nicotiana tabacum (Common tobacco)AP2 AP2 AP2 		2.00E-44		Cluster: Os09g0309700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0309700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J2R6		1.40E-45		CHR09V5|COORD:8202350..8198884|protein AP2 domain containing protein, expressed		LOC_Os09g13940.4		CUST_29904_PI399408534		2.5481625		1.3494573		2.5481625		up

		35_46576		0.8925419		1.0408678		0.8730383		0.08470774		-0.42197847		0.0090994835		-0.12848806		0.36568308		0.030269146		-0.8786917		-0.35643435		-0.81502914		-0.34463215		-0.45000648		-0.724545		0.32003212		0.071044445		-0.00909996		0.011558533		0.81894207		0.47199345		0.5710192		0.16716814		0.21689367		0.16546106		0.35970974		0.27760935		-0.6761422		-0.78358936		-0.26144218		-0.8782773		-0.74146175		-0.8729129		-0.73736763		-0.9695444		-0.902802		9.00E-11		CHR5V7|COORD:26905109..26905738| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2		AT5G67390.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (63.5)AT5G67390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2 [Medicago truncatula] (GB:ABE82530.1) | chr5:26905109-26905738 REVERSEnot assigned 		7.00E-38		Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10EU0		3.00E-39		CHR03V5|COORD:31457825..31456300|protein expressed protein		LOC_Os03g55400.1		CUST_167211_PI403524517		2.14089		1.0982106		2.14089		up

		35_25433		0.39648962		0.35716105		0.4121766		0.689785		-0.013335705		0.408082		0.7049718		1.4414034		-1.4372859		-1.0958612		-1.4136958		-3.2837496		-0.24605322		-1.4330761		0.87336683		1.9158158		0.36403894		0.07368326		0.098018646		0.42912722		0.50187683		0.75298834		0.86573935		0.7237954		-1.1318285		-0.7804301		-0.50293875		-0.9054785		-1.1188135		-1.124232		-1.0548799		-1.584394		-0.71349406		-1.216455		0.013335705		-0.86510897				0		0		35.2		0		not assigned.unknown				 no description		6.00E-05		Cluster: Cobalamin (Vitamin B12) biosynthesis CbiD protein; n=7; Burkholderia cepacia complex|Rep: Cobalamin (Vitamin B12) biosynthesis CbiD protein - Burkholde		UniRef90_Q4BH65				0		0		CUST_88885_PI403524517		2.0826638		1.05843		2.0826638		up

		Contig10166_at		-0.5683956		0.20581341		0.055342674		1.1730213		1.1709051		1.064064		1.0896807		1.1043139		1.0369406		0.47902775		-0.40910625		1.2083035		-0.62367725		-0.4849043		-0.6198082		-0.05884266		-0.19871998		-0.055343628		1.608181		-0.7837949		1.4257793		0.6166067		0.71131325		0.46720695		1.0713806		1.057209		1.168829		-0.77739334		-0.8556199		-1.2755032		-0.8701415		-0.84669113		-1.0175705		-0.8925252		-1.1130943		-1.0857477				inositol polyphosphate 6-/3-/5-kinase 2b (IPK2b)		At5g61760.1     		3		0		minor CHO metabolism.myo-inositol.InsP-Kinases				inositol hexaphosphate kinase				inositol polyphosphate 6-/3-/5-kinase 2b (IPK2b) [Arabidopsis thaliana]		NP_200984.1     				protein Inositol polyphosphate kinase		Os02g32370		CUST_284_PI404877155		3.4493704		1.7863331		3.4493704		up

		35_42118		-0.23378325		0.3528514		0.5803633		1.0455732		0.9967041		0.99602747		1.3264279		1.1381269		-0.18028927		-1.074933		-0.14502716		-1.2981863		-0.24041891		-0.56858444		0.10975742		0.6632366		0.08810425		0.71565723		0.5233669		0.57228804		0.5186639		1.0134072		1.0279198		1.0225782		-0.49463654		-0.08810377		0.1645031		-0.75374746		-0.21237803		-0.74100685		-0.98656416		-1.0666695		-0.75274086		-0.302135		-0.5647793		-0.36118126		3.00E-35		CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase		AT1G10360.1		26.9		0		misc.glutathione S transferases				 no descriptionvery weakly similar to (78.2)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEweakly similar to ( 111)GSTU6_ORYSAnot assigned not assigned GST_C_Tau GST_N_Tau 				Cluster: Putative glutathione S-transferase OsGSTU13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase OsGSTU13 - Oryza sativ		UniRef90_Q945W5		5.00E-36		CHR10V5|COORD:20293826..20292769|protein glutathione S-transferase GSTU6, putative, expressed		LOC_Os10g38710.1		CUST_150567_PI403524517		2.1603174		1.1112432		2.1603174		up

		35_4041		-0.5178275		0.051770687		0.034800053		1.0798159		0.93898106		0.8469124		0.9684477		0.9093008		0.98840904		0.35821152		-0.42716885		1.1370993		-0.60213614		-0.6161442		-0.8749685		-0.13035631		-0.15836382		-0.034800053		1.3741083		-0.73530865		1.4509344		0.523098		0.44892216		0.3516159		1.1051426		0.99562454		1.151495		-0.7351041		-0.85286427		-1.2362027		-0.8252387		-0.6985779		-1.0154824		-0.8705516		-0.99984026		-1.3835874				CHR5V7|COORD:24831142..24832044| ATIPK2BETA (Arabidopsis thaliana inositol hexakisphosphate 2beta); inositol or phosphatidylinositol kinase		AT5G61760.1		3		0		minor CHO metabolism.myo-inositol.InsP-Kinases				 no descriptionmoderately similar to ( 272)AT5G61760| Symbols: IPK2B, ATIPK2BETA | ATIPK2BETA (Arabidopsis thaliana inositol hexakisphosphate 2beta); inositol or phosphatidylinositol kinase | chr5:24831142-24832044 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IPK Herpes_BLLF1 PRK07003 PRK12323 Atrophin-1 PRK07764 AF-4 DUF1421 PRK12678 APC_basic PRK05648 HPC2 Tymo_45kd_70kd CTF_NFI DUF605 GRASP55_65 Pneumo_att_G Extensin_2 infB TT_ORF1 KAR9 DUF566 DUF1509 PRK09169 FAP PRK08770 Herpes_UL32 PRK10856 DUF936 PRK10672 				Cluster: Putative inositol-(1,4,5) trisphosphate 3-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inositol-(1,4,5) trisphosphate 3-kinase - O		UniRef90_Q6H545				CHR02V5|COORD:19116035..19119972|protein inositol hexaphosphate kinase, putative, expressed		LOC_Os02g32370.1		CUST_14085_PI403524517		3.2447789		1.6981201		3.2447789		up

		Contig9971_at		0.10604143		-0.21759844		-0.5330076		0.28883076		-0.026901722		0.5212569		0.6561732		0.31796598		0.3995018		-1.1196012		-1.6574335		-1.7269635		0.0095825195		0.29212046		0.55870724		0.45382166		0.34257078		0.20313168		-0.36702967		-0.0095825195		-0.59254456		0.6944113		0.4424734		0.58091307		1.2483587		1.3823881		1.4302082		-0.5722852		-0.5465512		-0.4542246		-0.773829		-0.41995382		-0.8537631		-0.46268654		-0.89929676		-0.9507084				amino acid transporter family protein		At5g23810.1     		34.3		0		transport.amino acids				amino acid transporter family protein, similar to amino acid carrier (Ricinus communis) GI:3293031; contains Pfam profile PF01490: Transmembrane amino acid transporter protein or  similar to amino acid carrier, putative / amino acid permease, putative [Ar				OSJNBa0089K21.6 [Oryza sativa (japonica cultivar-group)] ref|XP_472826.1| OSJNBa0089K21.6 [Oryza sativa (japonica cultivar-group)]		CAE03052.2      				protein Transmembrane amino acid transporter protein		Os04g39480		CUST_16102_PI404877155		2.287315		1.193655		2.287315		up

		35_16099		-0.25469637		-0.4689784		0.2108655		0.11713219		-0.03227806		-0.02594614		0.055068016		0.16779804		0.09977484		0.2331748		-1.0634646		0.7761183		-0.11992645		0.0020427704		-0.27342987		0.22468996		-0.16448545		-0.0020432472		5.2433376		0.81743956		4.898494		0.026632309		0.5877414		0.11639309		0.55502605		0.9101348		0.8024812		-0.08304834		-0.8610091		-0.7543049		-0.8474674		-0.69709635		-0.7404671		-0.9533682		-1.0008516		-0.9604449		5.00E-29		CHR4V7|COORD:14323671..14325219| PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor		AT4G29080.1		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				 no descriptionweakly similar to ( 109)AT4G29080| Symbols: IAA27, PAP2 | PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor | chr4:14323671-14325219 REVERSEweakly similar to ( 164)IAA14_ORYSAnot assigned not assigned not assigned not assigned AUX_IAA TT_ORF1 PRK07003 PRK12323 				Rep: Auxin-responsive protein IAA14 - Oryza sativa (Rice)		UniRef90_Q7Y1H8				CHR03V5|COORD:33186252..33184945|protein OsIAA14 - Auxin-responsive Aux/IAA gene family member, expressed		LOC_Os03g58350.1		CUST_14311_PI399408534		4.984		2.3173041		4.984		up

		35_15453		-1.6680522		-1.3298178		0.42276573		-0.35009527		0.07192087		-0.0038785934		0.54567957		1.0501041		1.9521999		0.7233386		-0.57113314		0.3888402		0.0038785934		0.829937		2.435298		5.4314184		5.283592		5.2646856		-1.9292145		-1.1720133		-1.7964816		-0.012322903		0.017321587		0.0092206		1.2244473		1.2762337		1.5467396		-1.5570574		-1.6925726		-1.5589938		-2.3332896		-2.073104		-2.1145468		-2.1662884		-1.9873762		-0.30156755				CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)		AT5G12020.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 139)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEmoderately similar to ( 207)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323 				Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)		UniRef90_Q94KM0				CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed		LOC_Os01g08860.1		CUST_54278_PI403524517		3.16229		1.6609697		3.16229		up

		35_17195		0.27297163		0.35040808		0.12619925		0.9172678		0.86039734		0.7545686		1.1197333		1.0599041		1.0641704		-1.2875152		-1.5806451		-1.915731		0.059182167		0.23949051		-0.37882614		0.44513607		0.2271285		0.36457014		-1.5988469		-1.2901983		-1.9410872		0.2913475		0.0047678947		-0.0047678947		-0.09878254		0.24346685		0.07961178		-2.9531705		-2.1943088		-2.9141197		-2.2861795		-1.8127689		-2.2683663		-1.4516344		-2.1924896		-1.4779363				CHR4|COORD:15985201..15991541| lysine-ketoglutarate reductase/saccharopine dehydrogenase bifunctional enzyme, identical to lysine-ketoglutarate reductase/saccha		AT4G33150.2		13		0		amino acid metabolism.degradation.aspartate family.lysine				 no descriptionhighly similar to ( 590)AT4G33150| Symbols: LKR/SDH, LKR, SDH | LKR (SACCHAROPINE DEHYDROGENASE) | chr4:15985482-15991072 REVERSEnot assigned Saccharop_dh LYS9 Saccharop_dh_N 				Cluster: Saccharopin dehydrogenase-like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Saccharopin dehydrogenase-like protein - Hordeum vulgare var.		UniRef90_Q8GTD2				CHR02V5|COORD:33260713..33247232|protein alpha-aminoadipic semialdehyde synthase, putative, expressed		LOC_Os02g54254.1		CUST_60324_PI403524517		3.2331553		1.6929427		3.2331553		up

		35_29643		-0.5871849		0.1862402		0.050964355		-0.06305027		0.03363228		-0.30945492		1.151474		0.5733633		0.324152		-1.0945168		-0.2624483		-0.03363228		-1.480813		-2.105073		-1.0935249		-1.1562672		-1.2369032		-1.222189		1.1167269		1.5647192		1.5156574		1.500534		1.8587828		1.7364693		1.954423		1.2621145		1.3423061		1.3640966		1.3416882		0.8316307		-0.5898781		-0.5479355		-0.6544695		-0.67446804		-0.25709724		-0.287179						0		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (78.2)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)		8.00E-14		Rep: Hypothetical protein p23k-1 - Hordeum vulgare (Barley)		UniRef90_Q0KKC6				0		0		CUST_103993_PI403524517		2.7906358		1.4805939		2.7906358		up

		35_50453		-0.18028116		0.04666996		-0.6119809		0.3017149		0.15072966		0.68086004		-0.478225		-0.0931232		0.36174917		0.06740761		-1.4233367		1.4155002		-0.10849714		0.12062073		-1.115807		-0.6260834		-1.1449795		-1.0849688		1.3537436		-0.05122137		1.2655511		0.9467449		1.0113649		0.7562399		1.1896667		1.6660352		1.1950235		-0.7168238		-0.1581626		-0.04666972		-0.16442728		0.076898575		-1.7301269		0.081305504		-1.289772		-1.0321398						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_181454_PI403524517		3.0112042		1.5903406		3.0112042		up

		35_9403		0.3447318		0.6993885		0.34027147		-0.58287907		-0.37942076		-0.14905977		-0.61898804		-0.03278351		0.13006592		-1.6482487		-0.44025183		-1.324739		-0.59200096		-0.71709967		0.032783985		0.41377258		0.22463799		0.37667608		0.66907024		0.84626245		1.0478306		1.3907042		0.8282027		1.0827856		1.0327544		1.0263038		0.6422057		-1.2118013		-0.19241428		-0.35339594		0.13385582		-0.15982866		-0.75104046		-0.9411626		-1.1423397		-1.0351179		4.20E-45		CHR5V7|COORD:24515693..24518720| RLK1 (RECEPTOR-LIKE PROTEIN KINASE 1); carbohydrate binding / kinase		AT5G60900.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionweakly similar to ( 166)AT5G60900| Symbols: RLK1 | RLK1 (RECEPTOR-LIKE PROTEIN KINASE 1); carbohydrate binding / kinase | chr5:24515693-24518720 REVERSEweakly similar to ( 125)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr TyrKc SPS1 PTKc PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Ack_like PTKc_FGFR PTKc_RET PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Itk PTKc_FGFR3 PTKc_FGFR2 PTKc_Jak1_rpt2 PTKc_CSF-1R 				Cluster: Putative S-receptor kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-receptor kinase - Oryza sativa (japonica cultivar-group)		UniRef90_Q69XP2				CHR06V5|COORD:24887619..24890114|protein D-mannose binding lectin family protein		LOC_Os06g41510.1		CUST_7333_PI399408534		2.989552		1.5799294		2.989552		up

		35_1187		0.09890652		0.1607647		-0.052476883		0.46712303		0.2953558		0.8639059		-0.27379513		0.24044132		0.49899578		-2.252159		-1.6647854		-1.7267265		0.14222336		0.253273		0.50939465		0.053260803		0.08338165		-0.0629282		-0.86621094		-0.14779568		-0.3935566		0.33531857		0.16948032		0.3218975		0.052476883		0.32000256		0.51556015		-1.5798073		-1.6608744		-0.9835949		-1.8217955		-1.7715569		-1.6986084		-1.8597622		-2.1238565		-2.0279112				CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein		AT4G15160.1		26.21		0		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein				 no descriptionweakly similar to ( 133)AT3G22142| Symbols:  | Encodes a Protease inhibitor/seed storage/LTP family protein | chr3:7803611-7808053 REVERSEvery weakly similar to (92.0)14KD_DAUCA14 kDa proline-rich protein DC2.15 precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPS_like Extensin_2 Drf_FH1 DUF1421 Atrophin-1 DUF605 DUF1210 PRK12323 PRK05648 PRK07003 Tryp_alpha_amyl MFMR PRK07764 TT_ORF1 SMN GRASP55_65 Amelogenin Gag_spuma Tymo_45kd_70kd MCPVI HPC2 Cytadhesin_P30 PRK10263 FAP tatB PRK10819 CTNNB1_binding PRK03427 GP38 FimV DAG1 GRP DedD TonB Totivirus_coat 				Rep: Prolin rich protein - Zea mays (Maize)		UniRef90_Q41848				CHR06V5|COORD:3455812..3454734|protein 36.4 kDa proline-rich protein, putative, expressed		LOC_Os06g07220.1		CUST_4290_PI403524517		3.3856616		1.7594378		3.3856616		up

		35_8008		-0.11581993		-0.14617157		-0.20358896		0.049619198		-0.089907646		-0.3545518		0.31395435		0.04513645		0.002816677		0.44576693		-0.05248785		0.99120235		-0.11269951		-0.11812401		0.23291111		-1.10E-04		1.10E-04		-0.1843586		2.3981686		0.62893105		1.6795249		0.8342676		0.9318805		0.9760065		1.2873111		1.2134185		1.136745		0.24817419		-0.9807768		-0.51836634		-0.93014145		-0.9256649		-1.1117868		-1.0098586		-0.90224314		-1.484426		2.00E-23		CHR1V7|COORD:19763892..19764110| cytochrome c oxidase copper chaperone family protein		AT1G53030.1		15.2		0		metal handling.binding, chelation and storage				 no descriptionweakly similar to ( 105)AT1G53030| Symbols:  | cytochrome c oxidase copper chaperone family protein | chr1:19763892-19764110 REVERSEnot assigned COX17 		6.00E-31		Cluster: Putative copper chaperone COX17-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative copper chaperone COX17-1 - Oryza sativa (japonica		UniRef90_Q6K670		3.00E-32		CHR02V5|COORD:33771760..33770108|protein cytochrome c oxidase copper chaperone, putative, expressed		LOC_Os02g55134.1		CUST_27691_PI403524517		4.2220016		2.077927		4.2220016		up

		35_15396		-0.09729123		0.05350566		-0.05350542		-0.23339558		-0.9654918		-0.055615902		-0.3923099		-0.50963736		0.08075094		-0.15304422		-1.7525866		0.362535		-0.269202		-0.33551311		-0.5902033		1.0532389		-0.3499155		-0.079716444		1.423069		2.0446286		1.636056		1.1314974		1.2192798		0.6833763		0.7881694		1.7034817		1.3667192		0.9107008		1.5671759		1.8608279		0.22812319		0.6391902		-0.1884532		-0.48924136		-1.2280738		-0.7906928				CHR5V7|COORD:17181524..17183092| DFR (DIHYDROFLAVONOL 4-REDUCTASE); dihydrokaempferol 4-reductase		AT5G42800.1		16		0		secondary metabolism.flavonoids.dihydroflavonols				 no descriptionmoderately similar to ( 446)AT5G42800| Symbols: TT3, M318, DFR | DFR (DIHYDROFLAVONOL 4-REDUCTASE); dihydrokaempferol 4-reductase | chr5:17181524-17183092 REVERSEhighly similar to ( 674)DFRA_HORVUDihydroflavonol-4-reductase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD NAD_binding_4 COG0702 Herpes_BLLF1 NmrA PRK07003 Atrophin-1 COG3320 DUF566 				Rep: Dihydroflavonol-4-reductase - Hordeum vulgare (Barley)		UniRef90_P51106				CHR01V5|COORD:25709546..25711525|protein dihydroflavonol-4-reductase, putative, expressed		LOC_Os01g44260.1		CUST_54110_PI403524517		2.0763936		1.05408		2.0763936		up

		35_502		0.1872387		0.53395224		0.1452074		-0.51415396		-0.05878544		-0.5302863		0.22474146		-0.34598017		0.06038475		-0.2359662		0.5091386		0.05878496		0.368721		-0.21332741		1.2943716		0.5170932		-0.15366983		0.32425928		0.35995913		-0.4965024		-0.26868582		0.16847801		0.52087545		0.34113598		0.40413857		0.340868		0.71643305		-0.531518		-1.23051		-1.4714699		-0.68230724		-1.1978121		-1.7218521		-2.5627785		-1.495106		-1.6029394		4.00E-24		CHR2V7|COORD:16265578..16267182| ATPT2 (PHOSPHATE TRANSPORTER 2); carbohydrate transporter/ phosphate transporter/ sugar porter		AT2G38940.1		34.7		0		transport.phosphate				 no descriptionweakly similar to ( 107)AT2G38940| Symbols: PHT1;4, ATPT2 | ATPT2 (PHOSPHATE TRANSPORTER 2); carbohydrate transporter/ phosphate transporter/ sugar porter | chr2:16265578-16267182 FORWARDnot assigned 		1.00E-29		Rep: Inorganic phosphate transporter 3 - Zea mays (Maize)		UniRef90_Q49B44		1.00E-25		CHR04V5|COORD:5793089..5791330|protein inorganic phosphate transporter 1-5, putative, expressed		LOC_Os04g10690.1		CUST_1895_PI403524517		3.0744588		1.6203325		3.0744588		up

		35_27820		-0.061079025		0.04196787		-0.04196787		1.1371264		1.2839661		1.2691469		1.0385113		1.1603189		1.4943233		-1.7178719		-1.7659307		-1.5678382		0.043690205		-0.7102227		-1.0631604		-0.57360315		-0.2672162		-0.33201456		0.7514777		0.39023352		0.85247993		1.9951563		1.709796		1.4265571		2.1713657		2.2764444		1.9883285		-3.0580208		-1.4673138		-0.44832802		-0.19574547		0.19299412		-0.25504255		-0.16082478		-0.57550955		-0.49351597		3.00E-42		CHR1V7|COORD:23203614..23207180| beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar		AT1G62660.1		2		0		major CHO metabolism.degradation.sucrose.invertases.vacuolar				 no descriptionweakly similar to ( 167)AT1G62660| Symbols:  | beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar | chr1:23203614-23207180 FORWARDmoderately similar to ( 214)INV1_MAIZEBeta-fructofuranosidase 1 precursor - Zea mays (Maize)not assigned Glyco_hydro_32C Glyco_32 				Rep: Beta-fructofuranosidase 1 precursor - Zea mays (Maize)		UniRef90_P49175				CHR04V5|COORD:26546120..26552814|protein beta-fructofuranosidase 1 precursor, putative, expressed		LOC_Os04g45290.1		CUST_97411_PI403524517		4.6744413		2.224794		4.6744413		up

		Contig7064_s_at		0.48881721		0.21659613		0.2428999		0.8980217		0.6495824		1.030868		0.9432659		0.7695489		1.3350544		-1.1068406		-2.1426296		-2.6966205		0.11830521		0.26578283		-0.79514074		0.36102772		0.54905653		0.5304508		-1.9530349		-0.96487427		-1.8090763		0.034614086		-0.23327732		-0.034614563		0.3835659		0.60259056		0.36388922		-4.4323807		-1.0605712		-2.8814912		-1.7306213		-1.138341		-2.1725712		-1.8791325		-2.1327643		-2.4407423				lysine-ketoglutarate reductase/saccharopine dehydrogenase bifunctional enzyme		At4g33150.1     		13		0		amino acid metabolism.degradation.aspartate family.lysine				lysine-ketoglutarate reductase/saccharopine dehydrogenase bifunctional enzyme, identical to lysine-ketoglutarate reductase/saccharopine dehydrogenase GI:2052508 from (Arabidopsis thaliana) or  lysine-ketoglutarate reductase/saccharopine dehydrogenase bifu				saccharopin dehydrogenase-like protein [Hordeum vulgare subsp. vulgare]		CAD48130.1      				protein Similar to saccharopin dehydrogenase-like protein		Os02g54250		CUST_13357_PI404877155		3.4978983		1.8064884		3.4978983		up

		HvIPT14		-0.51270485		0.06858444		-0.014049053		1.1514049		1.073523		1.0214047		1.0851588		1.013576		0.9613242		0.44202852		-0.48263836		1.2132211		-0.65701246		-0.5244036		-0.63914585		0.0049057007		-0.079319		-0.0049057007		1.5905337		-0.6896477		1.5050416		0.63328123		0.6583314		0.39195156		1.0716252		1.0764232		1.3076825		-0.7311621		-0.77395296		-1.1920328		-0.8011055		-0.7353754		-0.8826995		-0.96728563		-1.0986485		-1.1335797										0																				CUST_421_PI399407379		3.3924806		1.7623405		3.3924806		up

		Contig10681_at		-0.017269135		0.28869724		0.017269135		0.54630184		0.3272791		0.22891712		0.8161354		0.54630184		0.2956562		0.47836304		-0.45790243		1.6171846		-0.6645365		-0.5815239		-1.1828365		-0.900795		-0.539381		-0.69640446		2.4655218		-0.12339401		2.135622		0.35464954		0.935688		0.4446907		0.93688107		0.7379799		0.878623		-0.4669299		-0.6334095		-0.92527246		-0.75553894		-0.80940056		-0.8009038		-0.92988014		-1.0069361		-1.2704167				D-3-phosphoglycerate dehydrogenase / 3-PGDH		At1g17745.1     		13		0		amino acid metabolism.synthesis.serine-glycine-cysteine group.serine				3-PHOSPHOGLYCERATE DEHYDROGENASE;D-3-phosphoglycerate dehydrogenase / 3-PGDH, identical to SP:O04130 or  similar to D-3-phosphoglycerate dehydrogenase, putative / 3-PGDH, putative [Arabidopsis thaliana] (TAIR:At3g19480.1); similar to D-3-phosphoglycerate				putative phosphoglycerate dehydrogenase [Oryza sativa (japonica cultivar-group)] dbj|BAD09817.1| putative phosphoglycerate dehydrogenase [Or		BAD09434.1      				protein D-3-phosphoglycerate dehydrogenase		Os08g34720		CUST_713_PI404877155		3.5267217		1.8183278		3.5267217		up

		Contig2189_at		-0.03268814		0.3176546		0.032689095		0.5634632		0.26889896		0.21757793		0.47394276		0.43250847		0.53766155		-0.20977116		-0.7557936		0.2504444		-0.94740677		-1.1955652		-0.765604		-0.99977684		-1.2476645		-1.0200901		0.89261246		0.21682072		1.1462765		0.4695673		0.8765907		0.43326283		1.0987864		0.3606615		0.51083755		-0.07731247		-0.8502989		-0.8065853		-1.5570478		-1.4697609		-1.4265013		-1.7743225		-1.7021627		-1.6006355		5.00E-19		phosphoethanolamine N-methyltransferase 2, putative (NMT2)		At1g48600.2     		13		0		amino acid metabolism.aspartate family.misc.homocysteine.synthesis				NONE		9.00E-26		phosphoethanolamine methyltransferase [Triticum aestivum]		AAL40895.1      		2.00E-24		protein expressed protein		Os05g47540		CUST_7512_PI404877155		3.78133		1.9188938		3.78133		up

		35_14859		-0.07726383		0.06905365		-0.18583012		0.04303646		-0.04303646		0.32098103		0.17483139		0.3858347		0.3808384		0.15227032		-0.16543579		-0.3346033		0.23549938		0.23403454		0.49092674		0.7712164		0.65491104		0.5338259		-0.64837265		-0.3049879		-0.5077076		0.23834991		-0.09052181		0.19282532		0.4413166		0.8988428		0.88386345		-0.59344196		-0.6923275		-0.3827238		-1.072628		-1.0261621		-0.9548359		-0.92311096		-1.234272		-1.2922716				CHR1V7|COORD:19984178..19984651| 17.6 kDa class I small heat shock protein (HSP17.6C-CI) (AA 1-156)		AT1G53540.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 157)AT3G46230| Symbols:  | ATHSP17.4 (Arabidopsis thaliana heat shock protein 17.4) | chr3:16995248-16995718 REVERSEweakly similar to ( 176)HSP23_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA 				Rep: 17.4 kDa class I heat shock protein 3 - Oryza sativa (Rice)		UniRef90_Q84Q77				CHR03V5|COORD:8784620..8785654|protein 17.4 kDa class I heat shock protein 3, putative, expressed		LOC_Os03g15960.1		CUST_52142_PI403524517		2.042871		1.030598		2.042871		up

		35_3899		0.052789688		0.24764061		0.15361023		0.35919476		0.08788872		0.14944077		0.22484398		0.24473		0.056869507		-0.22290039		-0.49621296		0.022273064		-0.4551525		-0.5724354		-0.4454918		-0.20804596		-0.046728134		-0.023880005		0.6432333		-0.02227211		0.6828356		0.43102932		0.40754795		0.45132256		0.7170143		0.49708652		0.4274721		-0.38410854		-0.53191566		-0.5226736		-0.99992085		-0.83951473		-1.1193094		-1.243887		-1.341156		-1.4283047		4.00E-12		CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein		AT2G29210.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (56.2)AT4G16380| Symbols:  | metal ion binding | chr4:9254659-9255527 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 DUF1777 Tymo_45kd_70kd PRK07764 				Cluster: Os07g0606900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0606900 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D4S7				CHR07V5|COORD:24935374..24932567|protein expressed protein		LOC_Os07g41600.1		CUST_13590_PI403524517		2.6483939		1.4051178		2.6483939		up

		35_10322		1.196187		0.99255514		0.87888765		0.047398567		-0.22309256		-0.19707441		-0.69692016		-0.5147848		0.099363804		0.26106453		-0.0053977966		-0.27087164		-0.13447428		0.004948616		0.15132236		-0.004948616		-0.27476454		-0.33699417		0.38627815		1.1200781		0.6835909		1.4693785		0.59771967		1.1062059		0.81330013		1.017066		0.7211127		-0.27642345		-0.37531662		0.2554264		-0.7809186		-1.3269291		-1.5427027		-1.52948		-1.1680031		-2.5260205				CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase		AT4G23180.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionmoderately similar to ( 229)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDweakly similar to ( 120)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc TyrKc Pkinase_Tyr S_TKc S_TKc Pkinase PTKc_Src_like PTKc_Jak_rpt2 PTKc_InsR_like PTKc_PDGFR PTKc_Syk_like PTKc_VEGFR PTKc_EGFR_like PTKc_Srm_Brk PTKc_FGFR PTKc_RET PTKc_Lck_Blk PTKc_DDR SPS1 PTKc_VEGFR3 PTKc_Csk_like PTKc_EphR PTKc_Fyn_Yrk PTKc_Hck PTKc_Frk_like PTKc_Met_Ron PTKc_CSF-1R PTKc_Src PTKc_Lyn PTKc_VEGFR2 PTKc_Yes PTKc_PDGFR_beta PTKc_PDGFR_alpha PTKc_Fes_like PTKc_Ack_like PTKc_Tec_Rlk PTKc_HER2 PTKc_EphR_A2 PTKc_Ror PTKc_Trk PTKc_Tec_like PTKc_Jak2_Jak3_rpt2 PTKc_Kit PTKc_EphR_A PTKc_Btk_Bmx PTKc_ALK_LTK PTKc_EphR_B PTKc_InsR PTKc_Tie1 PTKc_HER4 PTKc_Syk PTKc_c-ros PTKc_Ror2 PTKc_EGFR PTKc_FGFR4 PTKc_Tie PTKc_Tie2 PTKc_Chk PTKc_FGFR2 PTK_HER3 PTKc_FAK PTKc_TrkC PTKc_IGF-1R PTKc_FGFR3 PTKc_Jak1_rpt2 PTKc_FGFR1 PTKc_DDR_like PTKc_Itk PTKc_Fes PTKc_Tyk2_rpt2 PTKc_Abl PTK_CCK4 PTKc_Fer PTKc_TrkA PRK07003 PTKc_Axl_like PTKc_EphR_A10 PTKc_DDR1 PTKc_Zap-70 PTKc_Ror1 PTKc_DDR2 PTKc_Csk PTKc_Musk PTKc_TrkB PTK_Ryk PRK12323 PTKc_Axl 				Cluster: Receptor protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6ZFY2				CHR02V5|COORD:29423892..29426591|protein serine/threonine-protein kinase receptor precursor, putative, expressed		LOC_Os02g48080.1		CUST_26128_PI399408534		3.7566724		1.9094553		3.7566724		up

		35_15948		-0.1825118		0.43396902		0.12562037		0.9690666		1.1878505		1.2711763		0.34137917		0.95482683		1.0726104		-1.697175		-1.4638333		-1.9655519		-0.5046582		-0.60784245		-1.3424354		-0.10146761		-0.07490635		0.07490587		0.48198557		0.21870852		2.1594582		0.9263582		1.3409986		0.7624855		0.9300127		1.0932441		1.1803527		-2.1917543		-1.7466354		-0.46326733		-1.0129819		-0.987659		-1.0951767		-1.4791636		-1.8408742		-2.3811162		6.00E-07		CHR2V7|COORD:8989320..8989742| cell wall protein precursor, putative		AT2G20870.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (50.8)AT2G20870| Symbols:  | cell wall protein precursor, putative | chr2:8989320-8989742 REVERSE		1.00E-29		Cluster: Hypothetical protein OJ1773_H01.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1773_H01.114 - Oryza sativa (japonica cult		UniRef90_Q7XIJ8		5.00E-31		CHR07V5|COORD:22695016..22694260|protein expressed protein		LOC_Os07g37850.1		CUST_56028_PI403524517		5.567057		2.476915		5.567057		up

		35_8775		0.5130701		0.6025791		0.4201517		0.4248247		0.40415668		0.2422123		0.3948984		0.50107956		0.48696232		-0.38087177		-0.19045162		-0.47165298		-0.14932537		-0.15598965		-0.32953644		-0.21702003		-0.6262274		-0.2887764		0.14932537		0.5211296		0.38164997		0.4978571		0.532814		0.47867012		0.49508953		0.48149395		0.49823666		-0.34531975		-0.35413647		-0.33000946		-0.70608234		-0.6257343		-0.5395508		-0.86328506		-0.63749886		-0.66224766				CHR4V7|COORD:14119554..14121929| alcohol oxidase-related		AT4G28570.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 186)AT4G28570| Symbols:  | alcohol oxidase-related | chr4:14119554-14121929 FORWARDnot assigned not assigned not assigned BetA PRK07764 GMC_oxred_C PRK12323 				Cluster: Putative alcohol oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alcohol oxidase - Oryza sativa (japonica cultivar-group)		UniRef90_Q6K9N5				CHR02V5|COORD:24749036..24743573|protein oxidoreductase, putative, expressed		LOC_Os02g40840.1		CUST_30399_PI403524517		2.0154831		1.0111257		2.0154831		up

		Contig7501_s_at		-0.43719196		-0.20698166		-0.080124855		0.027410507		-0.10535526		0.09989929		-0.354661		-0.24460316		0.03945732		0.18280506		0.32110882		0.0027713776		0.32859898		0.475255		0.2273407		0.23137379		0.020457268		0.19314289		-0.5054054		0.008107185		-0.37378025		0.21379662		-0.0027723312		0.28317833		0.031243324		0.29222202		0.26451397		-3.8152876		-5.381399		-4.624963		-7.7283916		-7.6681967		-7.6854563		-6.3104753		-7.684677		-7.1777225				calcium-binding EF hand family protein		At4g38810.2     		30.3		0		signalling.calcium				Putative calcium-binding protein				putative calcium-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP52416.1| putative calcium-binding protein [Oryza sativa (jap		NP_920129.1     				protein probable calcium-binding protein (clone Y8) - potato		Os10g09850		CUST_13756_PI404877155		89.041626		6.476408		89.041626		up

		35_456		0.063476086		0.15761042		-0.044908524		0.22429657		-0.20838642		0.13045788		0.6766925		0.60035133		0.8839483		0.044908524		-0.40255833		-0.27068615		-0.08491182		-0.106767654		0.3586774		1.2953482		1.1091161		1.1929975		-0.7479601		-0.12588596		-0.68643713		0.63108873		0.21856546		0.37763357		1.1082945		1.5052218		1.188561		-1.0438228		-1.0194778		-0.9572849		-1.6552467		-1.3602285		-1.5135427		-1.6333399		-1.9674006		-1.6319833				CHR4V7|COORD:11340502..11341742| HSA32 (HEAT-STRESS-ASSOCIATED 32)		AT4G21320.1		20		0		stress.abiotic.heat				 no descriptionmoderately similar to ( 339)AT4G21320| Symbols: HSA32 | HSA32 (HEAT-STRESS-ASSOCIATED 32) | chr4:11340502-11341742 FORWARDComA COG1809 				Cluster: (2R)-phospho-3-sulfolactate synthase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: (2R)-phospho-3-sulfolactate synthase-like - Oryza sativa		UniRef90_Q653W2				CHR06V5|COORD:28465299..28462766|protein phosphosulfolactate synthase-related protein, putative, expressed		LOC_Os06g46900.1		CUST_1731_PI403524517		3.4960167		1.8057121		3.4960167		up

		35_3215		-0.47966194		-0.25102425		-0.54237413		-0.9758539		-1.0444179		-1.1033311		-1.0678554		-1.145175		-0.9929161		0.06990719		0.06775284		0.26033926		-0.19591999		-0.44064713		0.13299942		0.031206608		-0.14858198		-0.031206131		2.42239		1.8944378		2.269022		1.0797067		1.3733892		0.60158205		1.0481539		0.97111416		1.0405474		1.6757383		1.5691557		1.6032419		-0.15039206		0.04646063		-0.08019972		-0.31982136		-0.6665721		-0.6174426				CHR5V7|COORD:3940732..3941106| RNA recognition motif (RRM)-containing protein		AT5G12190.1		27.4		0		RNA.RNA binding				 no descriptionweakly similar to ( 173)AT5G12190| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:3940732-3941106 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 				Cluster: Putative RNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XZG6				CHR03V5|COORD:33937742..33938580|protein pre-mRNA branch site p14-like protein, putative, expressed		LOC_Os03g59710.1		CUST_11347_PI403524517		2.1010792		1.0711305		2.1010792		up

		35_14120		-0.0259552		0.09235954		0.025954247		-0.11206913		-0.21669292		0.25674438		-0.3245144		0.24092102		0.19019699		0.16444874		-0.26378632		-0.042253494		0.80495644		0.94778156		1.2012234		1.9489651		1.8176937		1.8571873		-0.08310032		-0.13976097		-0.123312		0.5153141		0.07379818		0.85347366		0.7766781		1.0646315		1.0179186		-0.8726549		-0.7873087		-0.53945065		-0.7447939		-0.82469845		-0.94150543		-0.852273		-0.4547863		-0.60264874				CHR5V7|COORD:22698636..22701137| HSP81-3 (Heat shock protein 81-3); ATP binding		AT5G56010.1		20		0		stress.abiotic.heat				 no descriptionnearly identical (1079)AT5G56010| Symbols: HSP81-3 | HSP81-3 (Heat shock protein 81-3); ATP binding | chr5:22698636-22701137 FORWARDnearly identical (1124)HSP81_ORYSAnot assigned not assigned not assigned HSP90 PRK05218 HtpG HATPase_c 				Cluster: Heat shock protein 81-2; n=23; Magnoliophyta|Rep: Heat shock protein 81-2 - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_P55737				CHR08V5|COORD:24590710..24586258|protein heat shock protein 81-1, putative, expressed		LOC_Os08g39140.1		CUST_49509_PI403524517		2.2580612		1.1750846		2.2580612		up

		35_8053		-0.81420016		-1.0769172		-1.1197255		-0.3340125		-0.53364515		0.017047882		-0.24626541		-0.59212756		-0.24838972		-0.72108555		-0.7814977		-1.4800642		-0.09217119		-0.077960014		-0.06700945		-0.13661814		-0.73072624		-0.017047882		1.6373534		2.9520469		2.4886608		3.475443		2.945487		3.3279724		3.6912174		3.5139093		3.7039547		0.122657776		0.12884617		1.2412772		0.71330833		0.67719173		0.06415272		-0.06040907		1.6429319		1.7597365				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_27847_PI403524517		5.2159424		2.382928		5.2159424		up

		35_4279		-0.94700015		-0.9878503		-0.9571514		-0.5978149		-0.6167041		-0.82307196		-0.9813458		-0.9398048		-0.53155506		-0.9713855		-0.24300885		-0.95570076		-0.77674747		-0.49506986		-0.70057845		-0.90165484		-0.4480672		-0.5950997		7.848486		2.712461		6.973523		2.9987993		2.6036472		2.4567404		3.7098374		3.6540194		3.5562067		4.146972		2.6102257		2.2782092		1.3739343		1.8843269		1.043257		0.8581326		1.1105347		0.24300861				CHR4V7|COORD:7657369..7658160| short-chain dehydrogenase/reductase (SDR) family protein		AT4G13180.1		26.22		0		misc.short chain dehydrogenase/reductase (SDR)				 no descriptionmoderately similar to ( 234)AT4G13180| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:7657369-7658160 REVERSEmoderately similar to ( 204)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12939 PRK12937 fabG fabG fabG PRK12826 FabG PRK12829 PRK06841 PRK12827 PRK06138 PRK12744 PRK07479 PRK12429 PRK08324 PRK12828 fabG PRK06484 PRK07774 PRK06947 PRK06123 PRK09135 PRK06057 PRK08265 PRK08643 PRK07063 PRK07478 PRK12745 PRK05875 PRK06172 PRK12748 PRK06124 PRK07067 PRK12743 PRK08063 PRK08213 PRK08220 PRK07035 PRK06346 fabG PRK06114 PRK12824 PRK07060 fabG PRK07890 PRK06198 PRK07069 PRK08936 fabG PRK08277 fabG PRK07074 PRK06500 PRK06122 PRK07791 PRK06128 PRK07814 PRK06113 PRK07856 PRK09134 fabG PRK07576 adh_short fabG PRK12936 fabG fabG PRK06523 PRK07831 fabG PRK06949 PRK08589 PRK05855 PRK08226 PRK09242 PRK07523 PRK12935 PRK12384 PRK05872 PRK06935 PRK07677 DltE PRK07985 PRK06200 PRK12481 PRK06398 benD PRK12747 fabG COG4221 PRK07633 PRK09730 PRK08993 PRK08416 PRK07577 PRK07041 PRK07825 PRK12938 PRK07326 PRK05867 PRK06701 PRK12742 PRK06171 PRK12428 PRK08264 PRK08945 PRK12746 PRK05717 PRK07109 PRK08628 FabI PRK09186 PRK12859 PRK07097 PRK07533 PRK08085 PRK07370 PRK07062 KR PRK06181 PRK06194 PRK09072 fabG PRK07775 PRK06180 PRK06125 PRK07454 PRK07806 PRK08278 fabG PRK07201 PRK08219 PRK06196 PRK05650 PRK09291 PRK08267 fabG PRK08263 PRK07832 PRK08339 PRK07024 PRK06482 PRK05866 PRK06940 PRK08159 PRK06182 PRK06505 PRK07023 PRK08017 PRK05876 PRK08594 PRK06179 PRK07984 PRK08303 PRK05854 PRK05693 PRK06483 PRK06603 PRK06914 TT_ORF1 DltE PRK07102 PRK08703 PRK06079 PRK08177 PRK06139 PRK08690 PRK08415 PRK05993 PRK06997 PRK12323 PRK08251 PRK12678 PRK06197 PRK08340 WcaG PRK08862 PRK07904 PRK07764 				Cluster: Os06g0185100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0185100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DE10				CHR06V5|COORD:4275275..4276141|protein versicolorin reductase, putative, expressed		LOC_Os06g08600.1		CUST_14849_PI403524517		5.026164		2.3294578		5.026164		up

		35_21785		-0.13875008		-0.21887493		0.0316267		0.15530014		0.08351517		0.16541481		0.2883005		0.18520832		0.19791698		-0.14340878		-0.005879402		0.036834717		0.0124902725		-0.33870792		-0.01626873		0.0012521744		0.076423645		1.22E-04		-0.327343		-1.22E-04		-0.38888454		0.28285027		0.053507805		0.18855953		0.12195206		0.29678345		0.12335014		-3.2284985		-6.254731		-4.0317006		-7.6045437		-7.8890505		-6.4097323		-7.8172092		-7.5248575		-8.808299		2.00E-29		CHR4V7|COORD:8579543..8581175| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56660.1); similar to Phyb1 [Pimpinella brachycarpa]		AT4G15030.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 122)AT4G15030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56660.1); similar to Phyb1 [Pimpinella brachycarpa] (GB:AAC31614.1); contains domain ACID PHOSPHATASE-RELATED (PTHR11567); contains domain UNCHARACTERIZED (PTHR11567:SF1) | chr4:8579543-8581175 FORWARDnot assigned 		5.00E-29		Rep: Phyb1 - Pimpinella brachycarpa		UniRef90_O81652		1.00E-34		CHR11V5|COORD:24756530..24761219|protein protein FRA10AC1, putative, expressed		LOC_Os11g42000.1		CUST_75995_PI403524517		100.964005		6.657697		100.964005		up

		35_6056		0.33965206		0.40581322		0.28940392		0.24188995		0.12925243		0.35427666		-0.19302082		0.12559891		0.028217316		0.4656906		0.4462223		0.15201187		0.26004982		0.12410641		0.08412552		0.0311203		-0.07000542		0.06673241		-0.5591583		-0.25160027		-0.38255692		-0.1032238		-0.41314888		-0.38255692		-0.4164133		-0.48097992		-0.39933586		0.12925243		0.01085186		-0.01085186		-1.9743748		-1.9908113		-1.8331366		-2.0041103		-2.5018578		-2.395422				CHR3V7|COORD:17299352..17299852| deoxyuridine 5'-triphosphate nucleotidohydrolase family		AT3G46940.1		23.5		0		nucleotide metabolism.deoxynucleotide metabolism				 no descriptionmoderately similar to ( 230)AT3G46940| Symbols:  | deoxyuridine 5'-triphosphate nucleotidohydrolase family | chr3:17299352-17299852 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Dut dut dUTPase PRK12678 Dcd TT_ORF1 				Cluster: Os03g0669100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DPR2				CHR03V5|COORD:26346673..26345468|protein deoxyuridine 5-triphosphate nucleotidohydrolase, putative, expressed		LOC_Os03g46640.1		CUST_20853_PI403524517		2.028151		1.0201651		2.028151		up

		35_7759		0.72330475		0.78645325		0.87773895		1.3096561		1.6860209		1.3681269		1.0714197		1.2361002		0.8099756		-2.179758		-1.9143353		-1.5576687		-0.46560287		-0.23385906		-0.95596695		-0.08986473		-0.27171326		-0.08606815		0.08606911		1.179924		0.7242727		1.3469429		1.2532682		1.3015413		1.060669		1.3726835		1.4048405		-0.9016714		-0.84262943		-0.23066998		-0.9875326		-0.85886097		-1.2761154		-1.4351835		-1.2491026		-1.314785				CHR2V7|COORD:9440977..9443562| trehalose-phosphatase		AT2G22190.1		3		0		minor CHO metabolism.trehalose.TPP				 no descriptionmoderately similar to ( 279)AT2G22190| Symbols:  | trehalose-phosphatase | chr2:9440977-9443562 REVERSEnot assigned Trehalose_PPase OtsB PRK10187 				Rep: Sister of ramosa 3 - Hordeum vulgare (Barley)		UniRef90_Q1W5R9				CHR07V5|COORD:25865517..25869538|protein expressed protein		LOC_Os07g43160.1		CUST_26777_PI403524517		4.2629805		2.0918624		4.2629805		up

		35_18019		-0.07589722		-0.006166458		0.002878189		0.41053486		0.5126972		0.737504		0.7146492		0.91275406		1.3129959		-0.4963026		-0.6124611		-0.6403332		-0.0028772354		0.24215984		0.7398462		2.155222		2.115409		2.1307325		-0.48523903		-0.012899399		-0.5373106		0.7319889		0.47749424		0.59161854		1.5081768		1.6554298		1.6177893		-1.014081		-1.102304		-1.0537529		-0.8110771		-1.0160999		-0.62898636		-0.8593254		-0.9618945		-1.0485601				CHR1V7|COORD:27940376..27943523| ATHSP101 (HEAT SHOCK PROTEIN 101); ATP binding / ATPase		AT1G74310.1		20		0		stress.abiotic.heat				 no descriptionhighly similar to ( 659)AT1G74310| Symbols: HSP101, HOT1, ATHSP101 | ATHSP101 (HEAT SHOCK PROTEIN 101); ATP binding / ATPase | chr1:27940376-27943523 REVERSEhighly similar to ( 750)HS101_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned clpA PRK10865 clpC clpA AAA_2 PRK12678 COG0714 Torsin AAA PRK07003 AAA_5 PRK07764 infB SpoVK PRK12323 Gag_spuma 				Rep: Heat shock protein 101 - Oryza sativa (Rice)		UniRef90_Q6F2Y7				CHR05V5|COORD:25723954..25720324|protein heat shock protein 101, putative, expressed		LOC_Os05g44340.1		CUST_63149_PI403524517		2.9492493		1.5603478		2.9492493		up

		35_19531		-0.4032483		-0.0033912659		0.0033917427		0.18772554		0.29560375		0.3783226		0.14937639		-0.0033912659		0.5949378		0.2653737		0.16929865		0.08905363		0.3012333		0.56510925		-0.18322039		0.31592894		0.6274686		0.6744566		-0.9591942		0.02285242		-0.5079427		-0.24207401		-0.83523417		-0.33908463		0.028039932		0.32073545		0.3442645		-1.205296		-1.6928453		-1.0824761		-1.5758348		-1.3007364		-1.3592095		-1.360961		-1.5514097		-1.8200276		1.00E-20		CHR3V7|COORD:19128856..19131543| protein kinase family protein		AT3G51550.1		30		0		signalling.receptor kinases.Catharanthus roseus-like RLK1				 no descriptionvery weakly similar to (96.3)AT3G51550| Symbols:  | protein kinase family protein | chr3:19128856-19131543 REVERSE		2.00E-38		Cluster: Os05g0318700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0318700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DJ75		1.00E-39		CHR05V5|COORD:14721558..14717443|protein protein kinase, putative, expressed		LOC_Os05g25450.1		CUST_26794_PI399408534		2.2940655		1.1979065		2.2940655		up

		Contig13285_at		0.08070707		0.030343533		0.095491886		-0.095641136		-0.06489897		-0.23951435		0.0015535355		0.1548953		0.07327032		0.08974981		-0.035681725		0.15286207		0.287405		0.15810156		0.010903358		0.06907368		-0.13903236		0.036485672		-0.06664181		0.11143303		-0.015340328		-0.0015535355		-0.19221163		0.022027493		0.22184801		0.27136183		0.3581829		-2.9552894		-4.7964325		-3.4390206		-6.014336		-5.025487		-6.090151		-6.055028		-6.0959706		-5.7481303				expressed protein		At1g14020.1     		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				NONE				Putative growth regulator protein [Oryza sativa (japonica cultivar-group)] gb|AAN65001.1| Putative growth regulator protein [Oryza sativa (j		NP_912425.1     				protein Plant protein family, putative		Os01g07410		CUST_2887_PI404877155		37.125225		5.214328		37.125225		up

		Contig6574_at		0.4003868		0.372262		0.50868225		0.41331005		0.2898264		0.48640156		0.22447968		0.169034		0.3928585		-0.010205269		0.010205269		0.11384964		-0.07489681		-0.11625481		-0.5965376		0.74200344		0.65073013		0.7334919		0.3567295		-0.06402254		0.24450207		-0.1380806		-0.13979435		0.038599014		-0.05420208		-0.18540621		0.03456688		-0.5227289		-0.7186966		-0.9489622		-1.5363951		-1.6461182		-1.7226152		-1.9023113		-1.4258566		-1.7218289				proton-dependent oligopeptide transport (POT) family protein		At3g54140.1     		34.13		0		transport.peptides and oligopeptides				 peptide transport protein - barley				peptide transport protein - barley gb|AAC32034.1| peptide transporter [Hordeum vulgare]		T04378          				protein POT family, putative		Os01g04950		CUST_12844_PI404877155		2.5665364		1.3598228		2.5665364		up

		Contig7074_s_at		-0.049744606		0.08421326		0.1281662		-0.010363579		0.019758224		0.18553638		0.28939247		0.31377888		0.04061985		-0.20697403		-0.10293198		-0.26935005		-0.87449265		-0.8870301		-1.384613		-1.0162239		-1.3343582		-0.996387		0.46447754		0.25230217		0.4655304		0.27826405		0.29628563		0.19202995		0.30134487		0.25746822		0.24389172		0.14555359		0.0103645325		-0.10667324		-0.95802593		-0.9109664		-1.1421328		-1.2731104		-1.4416661		-1.2619586				sulfate transporter, putative		At1g23090.1     		34.6		0		transport.sulphate				SULTR3;3;SULFATE TRANSPORTER;SULFATE TRANSPORTER 91;sulfate transporter, putative, similar to sulfate transporter (Arabidopsis thaliana) GI:2285885; contains Pfam profiles PF00916: Sulfate transporter family, PF01740: STAS domain				OSJNBa0060D06.5 [Oryza sativa (japonica cultivar-group)] emb|CAE04513.2| OSJNBb0059K02.23 [Oryza sativa (japonica cultivar-group)]		CAE03539.2      				protein Similar to sulphate transporter protein		Os04g55800		CUST_13362_PI404877155		2.1091914		1.07669		2.1091914		up

		35_20950		0.46022987		-0.020553589		-0.020354748		-0.0073099136		0.057190895		-0.2635603		0.0073103905		-0.3774619		-0.03531599		0.45384026		0.36453915		0.71655273		0.20577383		0.15277529		0.05343008		0.09531689		0.18065453		0.15321493		0.4442854		0.7035742		0.58971596		-0.28483915		-0.33188295		-0.63492346		0.54002094		0.6521559		0.4046831		-2.7445736		-4.0719943		-2.8461068		-4.0672913		-4.0652995		-4.057343		-4.051467		-4.05937		-4.04916				CHR1V7|COORD:4802927..4805108| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica		AT1G14020.1		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				 no descriptionmoderately similar to ( 292)AT1G14020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049097.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96844.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:4802927-4805108 FORWARDDUF246 				Cluster: P0028E10.21 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.21 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q9AS71				CHR01V5|COORD:3508637..3512704|protein axi 1 protein, putative, expressed		LOC_Os01g07410.1		CUST_3543_PI399408534		16.117987		4.0105996		16.117987		up

		35_2591		-0.039753914		0.15734196		0.124648094		0.05732727		0.04253578		0.029034615		0.09991932		0.0950346		-0.029035568		-0.53635406		-0.5556927		-0.22101688		-0.11066151		-0.04686737		-0.13696575		0.5717516		0.5811968		0.54112434		0.8135452		0.08288574		0.704834		0.05589962		0.15171337		-0.035143852		0.19204617		0.066640854		0.14422512		-0.3270502		-0.57715034		-0.4816656		-1.194603		-1.1428022		-1.1137829		-1.1507959		-1.3785543		-1.3682289		4.00E-16		CHR3V7|COORD:22821258..22821604| AGP20 (ARABINOGALACTAN PROTEIN 20)		AT3G61640.1		10		0		cell wall.cell wall proteins.AGPs				 no descriptionvery weakly similar to (64.7)AT2G46330| Symbols: ATAGP16, AGP16 | AGP16 (ARABINOGALACTAN PROTEIN 16) | chr2:19025803-19026181 REVERSEDUF1070 		1.00E-20		Cluster: Hypothetical protein P0006C08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0006C08.11 - Oryza sativa (japonica cultivar-g		UniRef90_Q6ETY5		2.00E-28		CHR06V5|COORD:17983209..17986267|protein AGP16, putative, expressed		LOC_Os06g30920.1		CUST_9221_PI403524517		2.3171709		1.2123644		2.3171709		up

		35_36157		-1.1305151		-0.011248589		0.02620697		-0.14983225		0.16171122		0.0016727448		0.7071376		0.3377781		0.45476866		-0.8688674		-0.4680748		0.13414049		0.11795282		0.31011152		-0.18147612		1.346221		1.3154206		1.1821027		2.1731496		-0.10329819		2.0681071		-0.07913017		0.96955156		-0.0016727448		0.84307957		0.5485687		0.52281904		-0.31840897		-0.51576614		-1.3629336		-0.7659378		-0.70782375		-0.93604946		-1.2017426		-1.6675982		-1.3827748						0		35.2		0		not assigned.unknown				 no description				Rep: Protein kinase SNF1 - Fusarium oxysporum		UniRef90_Q8J2N0				0		0		CUST_128636_PI403524517		3.3766177		1.7555789		3.3766177		up

		35_16369		-0.32788968		-0.78054905		-0.548522		-1.9652469		-1.8101652		-1.4173689		-2.5244775		-2.2726693		-1.1106198		1.2652926		0.52450085		2.182859		0.43485975		-0.8081808		0.5528097		0.08758736		-0.47207355		-0.08758688		2.3217669		2.050161		2.5038638		1.5986271		2.32576		1.1291404		1.6771502		1.9617691		2.529234		2.3339467		2.3422375		2.5166712		-0.66451406		-0.16058373		-0.33662295		-0.5470717		-0.9846544		-2.092825				CHR5V7|COORD:3776841..3780026| alpha-glucosidase 1 (AGLU1)		AT5G11720.1		2		0		major CHO metabolism.degradation.starch.starch cleavage				 no descriptionhighly similar to ( 598)AT5G11720| Symbols:  | alpha-glucosidase 1 (AGLU1) | chr5:3776841-3780026 FORWARDhighly similar to ( 931)AGLU_HORVUAlpha-glucosidase precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_31 COG1501 PRK10658 PRK10426 Herpes_BLLF1 PRK12678 PRK07764 PRK07003 SerH DUF566 PRK09169 APC_basic PRK12323 DUF1509 AF-4 HPC2 				Rep: Alpha-glucosidase precursor - Hordeum vulgare (Barley)		UniRef90_Q43763				CHR06V5|COORD:28057084..28044149|protein alpha-glucosidase precursor, putative, expressed		LOC_Os06g46284.2		CUST_57407_PI403524517		3.348308		1.7434323		3.348308		up

		Contig9883_at		0.4231577		0.24333858		0.16322708		0.06678867		-0.024727821		0.15099907		0.15989113		0.30607033		0.14462566		0.23248863		-0.024727821		-0.1441698		0.4718294		0.31897068		0.40378857		0.104782104		-0.06290436		0.07749462		0.0023736954		-0.002374649		-0.15590477		-0.04174328		-0.18246365		0.05881977		0.008151054		0.17435932		-0.010894775		-2.7155619		-5.7728033		-3.993074		-8.178194		-8.211559		-8.242325		-8.212388		-8.256283		-8.311774				zinc finger (C2H2 type) family protein		At5g14140.1     		27		0		RNA.regulation of transcription.C2H2 zinc finger family				gi|27808566|gb|AAO24563.1| At5g14140				At5g14140 [Arabidopsis thaliana]		AAO24563.1      				protein Similar to At5g14140		Os11g30490		CUST_16017_PI404877155		116.20082		6.8604765		116.20082		up

		35_16744		0.58433247		0.2590456		0.34753513		0.13866329		0.058995247		0.401371		-0.090078354		-0.16655064		-0.06776142		0.033252716		-0.17892742		0.21457195		-0.13067245		-0.117305756		0.121788025		-0.033251762		-0.12147713		-0.041035652		2.090001		0.35776043		1.7021475		0.40037918		0.50466156		0.4705057		0.35973358		0.5595436		0.42645836		-0.19345093		-0.3351345		-0.32551098		-0.45508003		-0.5039511		-0.4763918		-0.119989395		-0.27210712		-0.32723808				CHR5V7|COORD:7218084..7221746| protein kinase family protein / NAF domain-containing protein		AT5G21326.1		29.4		0		protein.postranslational modification				 no descriptionhighly similar to ( 630)AT5G21326| Symbols:  | protein kinase family protein / NAF domain-containing protein | chr5:7218084-7221746 FORWARDhighly similar to ( 832)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Srm_Brk NAF PTKc_FAK PTKc_EphR PTKc_Ack_like PTKc_Tec_like PTKc_Fes_like PTKc_Src_like PTKc_Fes PTKc_FGFR PTKc_Jak2_Jak3_rpt2 PTKc_Tec_Rlk PTKc_Fer PTKc_EGFR_like PTK_CCK4 PTKc_InsR_like PTKc_Syk_like PTKc_FGFR4 PTKc_EphR_A PTKc_Btk_Bmx PTKc_Jak1_rpt2 PTKc_Trk PTKc_Abl PTKc_Tyk2_rpt2 PTKc_Ror PTKc_FGFR3 PTKc_FGFR1 PTKc_Tyro3 PTKc_FGFR2 PTKc_PDGFR PTKc_Chk PTKc_EphR_B PTKc_Frk_like PTKc_Csk PTKc_Lyn PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Hck PTKc_Axl_like PTKc_Itk PTKc_Syk PTKc_Axl PTKc_Met_Ron PTKc_ALK_LTK PTKc_TrkC PTKc_EphR_A10 PTKc_HER4 PTK_Ryk PTKc_Fyn_Yrk PTKc_Ror2 PTKc_Musk PTKc_RET PTKc_Src PTKc_Zap-70 PTKc_Aatyk PTKc_TrkB PTKc_DDR PTKc_EGFR PTKc_HER2 PTK_Jak_rpt1 PTKc_TrkA PTKc_Yes PTKc_DDR_like PTKc_c-ros PTKc_IGF-1R PTKc_Ror1 PTK_HER3 PTKc_InsR PTKc_Tie1 PTKc_Tie PTK_Jak2_Jak3_rpt1 PTKc_Tie2 				Rep: CIPK-like protein 1 - Oryza sativa (Rice)		UniRef90_Q6X4A2				CHR03V5|COORD:11510816..11505106|protein CIPK-like protein 1, putative, expressed		LOC_Os03g20380.1		CUST_58689_PI403524517		2.140255		1.0977827		2.140255		up

		35_33265		-0.26309204		0.050549507		-0.09879875		0.11832905		0.28259563		0.2284832		-0.28449726		-0.12909603		0.27303696		-0.59587		-0.30140305		-0.17263317		0.5419998		0.74505615		0.6108999		0.69488335		0.8342018		0.7582207		0.13801289		-0.18567085		0.14196587		-0.050548553		0.1110487		0.32564735		0.24206352		0.2267437		0.7083626		-4.1817775		-4.2667713		-5.495809		-7.869833		-7.8872437		-7.894007		-7.883829		-7.8928776		-7.9153132						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_117392_PI403524517		127.45979		6.9938984		127.45979		up

		35_27933		2.7108605		2.8395655		2.5279667		1.6307833		1.8343995		1.9762971		1.6218812		1.9157307		2.788995		-1.2017933		-1.2547309		-1.2348082		-1.266431		-1.2778692		-1.279902		-1.2824066		-1.257256		-1.2626749		2.1892002		2.9668615		2.7108605		2.3485148		1.2017934		1.8839095		2.9689562		2.9528034		3.064391		-1.2561146		-1.2539431		-1.2649634		-1.2373596		-1.2543343		-1.2609509		-1.2513247		-1.2603838		-1.2797052		1.00E-06		CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related		AT3G19430.1		35.2		0		not assigned.unknown				 no description		7.00E-24		Rep: H0717B12.2 protein - Oryza sativa (Rice)		UniRef90_Q01JC0		2.00E-24		CHR04V5|COORD:20092973..20094590|protein root cap protein 2, putative, expressed		LOC_Os04g33520.1		CUST_97833_PI403524517		13.306332		3.734041		13.306332		up

		35_9561		-1.0635939		-0.24689579		-0.49761295		0.24536037		0.2531252		0.3799305		1.2534027		0.9092579		0.6758499		-0.7327738		-0.50173473		-0.33259392		0.22900963		0.44278145		-0.13482094		0.18900299		0.06772804		0.26355267		0.55445194		-1.1686335		-0.06772804		0.3741455		0.7169523		0.6270323		1.4277296		1.3995275		1.6044664		-0.4330845		-0.8935003		-0.6597271		-1.11238		-1.0435886		-1.1895666		-1.1534681		-1.0887394		-1.1299343				0		0		35.2		0		not assigned.unknown				 no description		7.00E-07		Cluster: Os09g0510500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0510500 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J0G7		3.00E-08		CHR09V5|COORD:19814715..19812148|protein bHLH transcription factor GBOF-1, putative, expressed		LOC_Os09g33580.2		CUST_33164_PI403524517		2.9786515		1.5746593		2.9786515		up

		35_20645		-0.41038704		0.28221512		0.12427378		-0.17219305		0.12372637		-0.41506338		-0.7836361		-0.67897844		-0.28398037		0.31901026		0.36503553		0.18490124		-0.17926407		0.135643		0.007785797		0.49517298		0.4654913		0.5955386		0.72666407		0.22817469		0.86075306		0.047973633		0.04279661		0.02651453		0.10645819		-0.007785797		-0.10537052		-0.3306737		-0.21459818		-0.6240845		-1.1346617		-0.92888975		-0.92120934		-1.1604791		-1.1106024		-1.4214902				CHR1|COORD:9603165..9606088| glycosyl transferase family 43 protein, similar to Galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1, Rattus norv		AT1G27600.2		29.7		0		protein.glycosylation				 no descriptionmoderately similar to ( 246)AT1G27600| Symbols:  | glycosyl transferase family 43 protein | chr1:9604070-9605868 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlcAT-I Glyco_transf_43 PRK12323 PRK07003 PRK12678 				Rep: Beta3-glucuronyltransferase - Hordeum vulgare (Barley)		UniRef90_Q7XHJ6				CHR04V5|COORD:206469..209979|protein galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1, putative, expressed		LOC_Os04g01280.1		CUST_72022_PI403524517		2.122661		1.0858741		2.122661		up

		HV_CEb0003E11r2_at		-0.0056262016		0.23027563		-0.06832075		0.2823038		0.0056266785		0.43578243		0.33757782		0.38747692		0.32925987		-0.39128256		-0.49262857		1.1504974		-0.7123928		-0.7751212		-0.7395134		-0.8681927		-0.46676445		-0.3562646		1.6523085		1.308527		1.6744509		1.1624355		1.22964		1.2051558		1.4429626		1.517633		1.7052794		0.3138094		-0.44718933		-0.33269072		-0.28863955		-0.6363654		-0.33738995		-0.29344082		-0.98470926		-1.0715537		8.00E-13		leucine-rich repeat transmembrane protein kinase, putative		At5g58300.1     		30		0		signalling.receptor kinases.leucine rich repeat III				NONE		9.00E-23		receptor-like protein kinase-like [Oryza sativa (japonica cultivar-group)]		NP_917600.1     		9.00E-30		protein Protein kinase domain		Os01g42290		CUST_17552_PI404877155		3.6968195		1.8862846		3.6968195		up

		Contig1648_at		0.849247		1.0190792		0.7495699		1.0203037		0.95056057		1.2317305		1.0759745		1.1672916		1.170681		-0.96840286		-0.82867813		-0.8970728		-0.9668379		-0.9087963		-1.0346155		-0.53111076		-0.47278023		-0.61983395		0.72948647		0.47277927		0.83406067		0.8154011		0.77949524		0.70991135		1.2023783		1.1271296		1.2587137		-0.63681984		-0.9127369		-1.0406017		-1.5533762		-1.6198645		-1.0300722		-1.2898169		-1.470048		-1.159872				glutamine synthetase, putative		At1g66200.1     		12		0		N-metabolism.ammonia metabolism.glutamine synthase				glutamine synthetase				glutamine synthetase isoform GSe2 [Triticum aestivum]		AAR84350.1      				protein putative glutamine synthetase		Os03g50490		CUST_5061_PI404877155		4.2029314		2.0713959		4.2029314		up

		35_15435		0.2514844		0.6196151		0.9535804		0.95511293		0.35574055		0.25226116		-0.2587614		-0.20775604		0.38837337		0.02145052		0.64019346		0.36596584		0.20592928		-0.0028967857		-0.20697212		-0.021740437		0.062699795		-0.20194626		-0.004643917		0.37992525		0.3928876		0.3023653		0.0028967857		0.31379843		0.55211115		-0.3087988		-0.2392497		-4.0515285		-4.5676937		-4.8616085		-6.267893		-6.1129513		-6.225478		-6.204254		-6.270753		-4.913336		2.00E-23		CHR1V7|COORD:7900511..7902321| transcription factor/ transferase, transferring glycosyl groups		AT1G22380.1		26.2		0		misc.UDP glucosyl and glucoronyl transferases				 no descriptionvery weakly similar to (84.0)AT1G22380| Symbols:  | transcription factor/ transferase, transferring glycosyl groups | chr1:7900511-7902321 REVERSE		1.00E-29		Cluster: Os02g0578100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0578100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0E051		7.00E-31		CHR02V5|COORD:22209370..22212603|protein cytokinin-O-glucosyltransferase 2, putative		LOC_Os02g36830.1		CUST_54228_PI403524517		50.278355		5.6518655		50.278355		up

		35_26674		0.5319972		0.64301014		0.82009506		0.41277552		-0.16453409		-0.23424006		0.18204069		-0.066205025		-0.11107159		-0.14618683		0.056468964		0.192173		-0.08866644		-0.26677275		-0.5297842		-0.6754432		-0.64307547		-0.43537188		1.7802052		1.6615434		1.7547956		1.0319653		1.1540217		0.9001465		1.0322022		1.0222845		0.80974436		0.31861496		-0.029347897		0.02934742		-1.2224207		-1.2904401		-1.3311977		-1.2373257		-1.1982298		-1.4066243				CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK12678 FecR 		4.00E-32		Cluster: Hypothetical protein B1136H02.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1136H02.8 - Oryza sativa (japonica cultivar-gro		UniRef90_Q6EPY1		2.00E-33		CHR02V5|COORD:19648574..19647959|protein expressed protein		LOC_Os02g33090.1		CUST_93289_PI403524517		4.1616926		2.0571704		4.1616926		up

		35_3456		0.065935135		-0.17298508		-0.43705416		0.40671062		-0.17664528		0.49655008		0.59613895		0.4057412		0.66012526		-1.0678587		-1.6742935		-1.4939442		-0.020197868		0.4765172		0.59423304		0.49796963		0.31052828		0.25775337		-0.37125015		0.020198345		-0.5360575		0.6544132		0.4714427		0.5116706		1.1606154		1.4391804		1.4188805		-0.302351		-0.55807114		-0.40898037		-0.77117157		-0.7342434		-0.64651203		-0.6629467		-0.8005352		-0.83926916				CHR5V7|COORD:8028464..8030733| AAP7 (amino acid permease 7); amino acid permease		AT5G23810.1		34.3		0		transport.amino acids				 no descriptionhighly similar to ( 565)AT5G23810| Symbols: AAP7 | AAP7 (amino acid permease 7) | chr5:8028464-8030141 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC Herpes_BLLF1 PotE PRK12323 AA_permease PRK07003 Atrophin-1 				Rep: H0418A01.2 protein - Oryza sativa (Rice)		UniRef90_Q01J66				CHR04V5|COORD:23303993..23293279|protein AAP7, putative, expressed		LOC_Os04g39489.1		CUST_12137_PI403524517		2.2437444		1.1659083		2.2437444		up

		Contig2191_at		0.013774872		0.3287201		-0.0137758255		0.7722225		0.3875456		0.46836185		0.4716692		0.6236105		0.5339613		-0.40617752		-0.71288776		0.46108532		-0.9907751		-1.1088505		-0.73418427		-0.99402714		-1.1021767		-1.0955572		0.97456646		0.16676426		1.1290321		0.4463148		0.8809929		0.47622967		1.0588942		0.36448288		0.5174494		-0.051033974		-0.87328434		-0.8605728		-1.6193781		-1.5920382		-1.4250536		-1.7036724		-1.6417456		-1.694582				phosphoethanolamine N-methyltransferase 2, putative (NMT2)		At1g48600.2     		13		0		amino acid metabolism.aspartate family.misc.homocysteine.synthesis				 phosphoethanolamine methyltransferase				phosphoethanolamine methyltransferase [Triticum aestivum]		AAL40895.1      				protein expressed protein		Os05g47540		CUST_7518_PI404877155		3.8418136		1.9417875		3.8418136		up

		35_14472		0.05991459		0.07299328		-0.19894981		0.44608498		0.03932476		0.20278454		0.051279068		0.13675022		0.08359623		-0.13545704		-0.6638136		0.77934456		-0.09650898		-0.04267311		0.105202675		0.07430363		0.18854332		0.09492111		2.01478		-0.44501114		1.446742		-0.07986355		0.40847778		-0.12041664		0.25571442		-0.13633823		0.064590454		-0.039325714		-0.9128208		-0.6629839		-1.4778032		-1.2289877		-1.3487129		-0.90332985		-1.2417088		-1.2382078				CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionmoderately similar to ( 217)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 381)GSTH1_ORYSAnot assigned not assigned not assigned not assigned GST_C_Phi GST_N_Phi Gst GST_N_GTT1_like GST_C GST_N_family GST_N GST_N_4 GST_C_EFB1gamma GST_C_family GST_N_Ure2p_like GST_C_Ure2p_like GST_N_Theta GST_N_2 GST_C_2 GST_C_1 GST_N_Beta GST_N_EF1Bgamma GST_N_GTT2_like GST_N_Delta_Epsilon PRK11752 GST_N_Zeta GST_C_GTT1_like GST_N_SspA GST_C_GTT2_like 				Rep: Glutathione-S-transferase 19E50 - Triticum aestivum (Wheat)		UniRef90_Q8LGN5				CHR01V5|COORD:15609939..15607996|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os01g27360.1		CUST_50717_PI403524517		2.611228		1.3847284		2.611228		up

		35_3905		1.2658892		1.263732		1.3426018		1.0071507		0.9701624		0.72754526		0.592227		0.8473363		0.12092352		-0.024246693		-0.0937376		0.024246693		-0.2863021		-0.19542503		-0.13078499		-0.19279385		-0.043833256		-0.2893386		-0.14506292		0.72630453		0.3907628		1.054102		0.8303199		0.85425377		0.21538591		0.5721307		0.5152807		-0.13744879		-0.38031387		-0.66677713		-1.2043295		-1.0521169		-0.8751192		-0.8480506		-0.6941395		-0.83076143				CHR3V7|COORD:8089074..8090282| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43830.1); similar to aluminum-induced protein-like protein		AT3G22850.1		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				 no descriptionmoderately similar to ( 318)AT3G22850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43830.1); similar to aluminum-induced protein-like protein [Thellun (GB:AAM19711.1); contains domain ASPARAGINE SYNTHETASE (PTHR11772); contains domain no description (G3D.3.60.20.10); contains domain N-terminal nucleophile aminohydrolases (Ntn hydrolases) (SSF56235) | chr3:8089074-8090282 FORWARDweakly similar to ( 118)TSJT1_TOBACStem-specific protein TSJT1 - Nicotiana tabacum (Common tobacco)not assigned Wali7 Gn_AT_II asnB AsnB 				Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6F390				CHR03V5|COORD:33049599..33057252|protein stem-specific protein TSJT1, putative, expressed		LOC_Os03g58170.1		CUST_12785_PI399408534		2.4627693		1.3002815		2.4627693		up

		35_24514		0.34388638		0.6172981		0.706481		-0.12712955		0.3398924		-0.19737339		-0.30773067		-0.23215199		-0.16995907		0.67411613		1.0331059		0.6938734		0.3628788		0.49439716		0.7008209		1.0913906		1.1498213		1.0957823		0.23153973		0.679204		0.7932453		0.12712955		0.24693203		-0.16240025		-0.14107227		-0.24818707		-0.26540375		-3.04881		-5.08761		-5.091863		-8.594016		-8.600346		-6.9982977		-8.598823		-8.602409		-8.603712		2.00E-23		CHR5V7|COORD:19396029..19398284| protein kinase, putative		AT5G47850.1		29		0		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				 no descriptionweakly similar to ( 106)AT5G47850| Symbols:  | protein kinase, putative | chr5:19396029-19398284 REVERSEweakly similar to ( 105)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc_EphR 		4.00E-38		Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap		UniRef90_Q2QQC1		2.00E-39		CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein		LOC_Os12g31560.1		CUST_85581_PI403524517		143.52994		7.165208		143.52994		up

		35_2940		-0.048789978		0.09896374		0.09316635		0.14403439		0.012170792		0.079857826		0.08306408		0.13527107		0.10819054		-0.2097044		-0.20781517		-0.012170792		-0.75408125		-1.0597324		-1.4241052		-1.1948957		-1.0754576		-1.1808815		0.47750854		0.3451748		0.40011978		0.16448402		0.46381092		0.13690662		0.26909828		0.09923077		0.27248287		0.24814129		-0.016376495		-0.110076904		-1.1841712		-1.0519533		-1.1141295		-1.2530975		-1.3129253		-1.4455199				CHR1V7|COORD:8185227..8188943| AST91 (SULFATE TRANSPORTER 91); sulfate transporter		AT1G23090.1		34.6		0		transport.sulphate				 no descriptionhighly similar to ( 840)AT1G23090| Symbols: SULTR3;3, AST91 | AST91 (SULFATE TRANSPORTER 91); sulfate transporter | chr1:8185227-8188943 REVERSEmoderately similar to ( 327)NO70_SOYBNEarly nodulin 70 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sulfate_transp SUL1 PRK11660 STAS PRK07003 PRK12323 PRK07764 Atrophin-1 				Rep: OSIGBa0113E10.13 protein - Oryza sativa (Rice)		UniRef90_Q00RP3				CHR04V5|COORD:33001586..32995970|protein sulfate transporter 3.3, putative, expressed		LOC_Os04g55800.1		CUST_10421_PI403524517		2.138423		1.0965472		2.138423		up

		35_15950		-0.57660866		0.26200724		-0.064371586		1.154335		1.0997467		1.3163404		0.14852428		1.0697441		1.1439486		-2.7447553		-2.9151297		-2.8440633		-0.37132597		-0.5177674		-1.2066216		0.06437111		0.25328207		0.13671112		-0.37108803		0.2441349		0.79937744		0.8497915		1.2518368		0.58823013		0.8149071		0.9383011		1.0700397		-2.970512		-2.1544003		-1.5869122		-1.4806733		-1.3327332		-1.4756894		-1.4732933		-1.9672513		-2.1299105		7.00E-08		CHR2V7|COORD:8989320..8989742| cell wall protein precursor, putative		AT2G20870.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (50.4)AT2G20870| Symbols:  | cell wall protein precursor, putative | chr2:8989320-8989742 REVERSE		3.00E-36		Cluster: Hypothetical protein OJ1773_H01.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1773_H01.114 - Oryza sativa (japonica cult		UniRef90_Q7XIJ8		1.00E-37		CHR07V5|COORD:22695016..22694260|protein expressed protein		LOC_Os07g37850.1		CUST_56036_PI403524517		5.769895		2.5285451		5.769895		up

		Contig24962_at		-2.060319		-0.7007303		-1.4580965		0.5198536		0.41374016		0.20641899		0.24150419		0.44432068		0.33683538		-1.6683445		-1.843957		-0.69376945		0.18828773		0.06650162		-0.13380289		1.0052853		0.82900286		1.0085244		0.4911127		-1.9185095		-0.22921467		0.5740557		0.6158829		0.7729497		0.6070652		0.63995934		0.6859307		-0.066502094		-1.2238541		-0.8126497		-1.5109453		-1.0019321		-1.224896		-0.98672915		-1.0775166		-1.082253		4.00E-26		calcineurin B-like protein 1 (CBL1)		At4g17615.2     		30.3		0		signalling.calcium				NONE		1.00E-29		calcineurin B-like protein [Oryza sativa (japonica cultivar-group)]		BAB63752.1      		7.00E-41		protein calcium sensor-like protein, putative		Os05g45810		CUST_8442_PI404877155		2.3741155		1.24739		2.3741155		up

		35_20502		-1.2083554		-0.84618664		-0.9013958		-0.7365656		-1.0838647		-0.87421703		-0.27079773		-0.7915945		-2.1235037		-1.8440619		-2.4737043		-2.15111		-0.56420565		-3.1275172		0.11208439		-2.488933		-1.5027952		-1.0129533		3.4561243		2.7773018		3.1080952		2.04497		2.2168112		1.7440057		1.9179912		1.718956		1.8323984		2.696333		2.3952212		2.3371239		0.3579669		0.5832305		0.6621647		0.5455103		0.37973356		-0.11208391				CHR1V7|COORD:6027716..6028279| ATTIM23-1 (TRANSLOCASE OF INNER MITOCHONDRIAL MEMBRANE 23); protein translocase		AT1G17530.1		29		0		protein.targeting.mitochondria				 no descriptionweakly similar to ( 164)AT1G17530| Symbols: ATTIM23-1 | ATTIM23-1 (TRANSLOCASE OF INNER MITOCHONDRIAL MEMBRANE 23); protein translocase | chr1:6027716-6028279 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tim17 PRK12323 Atrophin-1 Extensin_2 PRK07003 TIM22 Herpes_BLLF1 HPC2 PRK05648 PRK12678 PRK07764 Pneumo_att_G Tymo_45kd_70kd AF-4 APC_basic PRK10263 GRASP55_65 DUF1421 PRK10905 PRK08691 				Cluster: Putative mitochondrial inner membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial inner membrane protein - Oryza s		UniRef90_Q8GZW5				CHR03V5|COORD:827492..826201|protein mitochondrial import inner membrane translocase subunit tim23, putative, expressed		LOC_Os03g02390.1		CUST_71533_PI403524517		2.3279343		1.2190503		2.3279343		up

		35_23993		-1.0656157		-0.57227564		-0.7463207		-0.90667343		-1.1501513		-1.1917062		-0.6559415		-0.85908985		-0.87491655		0.41571808		-0.5965328		0.40491056		-0.5711169		-0.6911478		-0.59228325		-0.092280865		-0.07337475		-0.09581947		2.5461874		1.2518902		2.4650707		1.0556021		1.198617		0.5743904		1.3267126		1.237174		1.7548218		1.4315262		1.0718431		0.8414278		0.27550364		0.3966093		0.33642054		0.07337475		-0.16232777		-0.13750553		3.00E-19		CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein		AT4G13340.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 TT_ORF1 PRK07764 Extensin_2 tatB PRK12323 PRK10819 Atrophin-1 DUF1421 TonB PRK05648 PRK11633 COG4371 FAP DUF1210 Totivirus_coat DUF605 GRP PRK07003 		2.00E-20		Cluster: Pherophorin-dz1 protein precursor; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis		UniRef90_Q8L685		1.00E-20		CHR07V5|COORD:5107987..5107342|protein expressed protein		LOC_Os07g09620.1		CUST_83694_PI403524517		2.0441632		1.0315104		2.0441632		up

		Contig21324_at		0.9830694		0.97676563		0.9861822		1.2245054		1.5414848		1.3283195		1.1718588		1.3811245		1.069704		-2.1084523		-1.9464102		-1.2981634		-0.107852936		-0.026189804		-0.70609426		0.026189804		-0.07497978		-0.09053612		-0.111561775		1.2869587		0.7360544		1.261549		1.3621416		1.1474991		1.1508322		1.2437954		1.5288582		-0.75420904		-0.7085738		-0.15331936		-0.8834443		-0.70460844		-0.46050262		-0.73399734		-1.1549568		-1.2211599				trehalose-6-phosphate phosphatase, putative		At2g22190.1     		3		0		minor CHO metabolism.trehalose.TPP				trehalose-6-phosphate phosphatase, putative, similar to trehalose-6-phosphate phosphatase (AtTPPB) (Arabidopsis thaliana) GI:2944180; contains Pfam profile PF02358: Trehalose-phosphatase				putative trehalose-6-phosphate phosphatase [Oryza sativa (japonica cultivar-group)]		BAC79911.1      				protein trehalose-phosphatase, putative		Os07g43160		CUST_7319_PI404877155		3.5310564		1.8200998		3.5310564		up

		Contig2188_s_at		-0.09743881		0.3483591		0.09743929		0.83116627		0.38526487		0.5244551		0.51773167		0.53320026		0.66775274		-0.12906551		-0.32104397		0.14707804		-0.98315763		-1.0714374		-0.89266443		-1.2617097		-1.3079276		-1.1160522		1.0855265		0.26249504		1.0903425		0.61916876		0.96981144		0.6762204		1.1200476		0.6069193		0.59071636		-0.107834816		-0.7620311		-0.78730917		-1.224935		-1.2472882		-1.7198524		-1.9896536		-1.7531786		-1.5174994				phosphoethanolamine N-methyltransferase 2, putative (NMT2)		At1g48600.2     		13		0		amino acid metabolism.aspartate family.misc.homocysteine.synthesis				 phosphoethanolamine methyltransferase				phosphoethanolamine methyltransferase [Triticum aestivum]		AAL40895.1      				protein expressed protein		Os05g47540		CUST_7507_PI404877155		4.0405083		2.0145369		4.0405083		up

		35_14253		-8.396822		-8.8405485		-8.440113		-8.702357		-8.790136		-8.84358		-4.8244023		-8.284166		-8.684295		-8.749738		-5.2791543		-8.419378		-2.1739883		-8.720482		-0.028274536		-8.278916		-8.740509		-8.842548		2.4599752		1.814353		2.1467667		1.7395115		1.6694975		1.5070868		1.4856281		1.4112158		1.5525436		1.7904797		1.7310152		1.6244745		0.061113358		0.057079315		0.16401196		0.06772041		0.1059103		0.02827549				CHR3V7|COORD:20817966..20818496| ROC2 (rotamase CyP 2); peptidyl-prolyl cis-trans isomerase		AT3G56070.1		31		0		cell.cycle.peptidylprolyl isomerase				 no descriptionmoderately similar to ( 253)AT3G56070| Symbols: ROC2 | ROC2 (rotamase CyP 2) | chr3:20817966-20818496 REVERSEmoderately similar to ( 253)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_SpCYP2_like cyclophilin_WD40 cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10903 TT_ORF1 PRK10791 PRK07003 PRK12323 PRK07764 cyclophilin_TLP40_like Herpes_UL32 DUF566 				Rep: Cyclophilin 1 - Oryza sativa (Rice)		UniRef90_Q40672				CHR09V5|COORD:22809423..22810520|protein peptidyl-prolyl cis-trans isomerase CYP19-3, putative, expressed		LOC_Os09g39780.2		CUST_49925_PI403524517		2.1863127		1.1284997		2.1863127		up

		35_14318		-0.51116085		0.18488216		0.029464722		-0.029464722		0.18666553		-0.1565485		1.1637573		0.73820305		0.42776775		-1.1552525		-0.27377224		-0.13597393		-1.539712		-2.041418		-1.3486166		-1.2065687		-1.3209286		-1.2592068		0.7229881		1.3329277		1.1852598		1.1147156		1.4350538		1.0627298		1.3687267		0.5862503		0.75195503		0.87686443		0.8654289		0.3037901		-0.95975494		-0.9509535		-0.9674368		-0.96901226		-0.64839363		-0.5888834				0		0		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 340)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)				Cluster: 23 kDa jasmonate-induced protein; n=1; Hordeum vulgare|Rep: 23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)		UniRef90_P32024		9.00E-30		CHR04V5|COORD:14015791..14016744|protein jasmonate-induced protein, putative		LOC_Os04g24478.1		CUST_50174_PI403524517		2.638804		1.3998842		2.638804		up

		35_9423		1.015388		0.80251265		0.57133484		0.61526966		0.46500206		0.56579447		0.1714673		0.53068876		0.7595		-1.2581291		-1.6855369		-2.4690738		-0.17146683		-0.351624		-0.37914228		-0.31410694		-0.6815777		-0.55799246		0.288136		0.5851073		0.35150242		1.3293834		0.8834052		0.9794922		1.3117094		1.548049		1.2017779		-1.7573807		-1.4716201		-0.74568987		-1.4954457		-0.82056093		-1.1063166		-0.72778606		-0.67303133		-0.97366667				CHR3V7|COORD:22917089..22918865| CYP78A9 (CYTOCHROME P450 78A9); oxygen binding		AT3G61880.1		26.1		0		misc.cytochrome P450				 no descriptionweakly similar to ( 173)AT3G61880| Symbols: CYP78A9 | CYP78A9 (CYTOCHROME P450 78A9); oxygen binding | chr3:22917089-22918865 REVERSEweakly similar to ( 182)C78A3_SOYBNCytochrome P450 78A3 - Glycine max (Soybean)not assigned not assigned p450 				Cluster: Putative cytochrome p450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome p450 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z9D5				CHR08V5|COORD:27289992..27287658|protein cytochrome P450 78A3, putative, expressed		LOC_Os08g43390.1		CUST_32685_PI403524517		4.0777817		2.0277846		4.0777817		up

		Contig2189_s_at		0.033343315		0.37853813		-0.033343315		0.673069		0.40966988		0.45619965		0.47173405		0.5551071		0.59152126		-0.2925415		-0.76044846		0.32724094		-0.9482336		-1.1139565		-0.7041216		-0.9457321		-1.0378256		-0.9846449		0.9454746		0.23786736		1.108345		0.48052597		0.89006805		0.49370003		1.0286856		0.38470936		0.4388981		-0.07639885		-0.83733845		-0.83476067		-1.7093449		-1.6102095		-1.4904385		-1.7263403		-1.62994		-1.6657782				phosphoethanolamine N-methyltransferase 2, putative (NMT2)		At1g48600.2     		13		0		amino acid metabolism.aspartate family.misc.homocysteine.synthesis				 phosphoethanolamine methyltransferase				phosphoethanolamine methyltransferase [Triticum aestivum]		AAL40895.1      				protein expressed protein		Os05g47540		CUST_7516_PI404877155		3.8753154		1.9543138		3.8753154		up

		35_15452		-1.0472951		-0.8279805		0		-0.8151493		0.1888814		0.9069586		-1.5632954		0.93015623		1.8183737		1.1178207		-0.38703108		0.6274662		0.8069105		1.741704		3.3727036		6.183565		6.2766447		6.1862774		-1.3549829		-0.7681322		-0.95388126		0.34722948		0		0.4378934		1.349925		1.4321604		1.7450781		-2.8195233		-2.0807872		-1.6667371		-3.2638474		-3.3246264		-2.597393		-2.7092748		-3.0386386		-2.294712				CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)		AT5G12020.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 132)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEweakly similar to ( 197)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323 PRK12678 				Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)		UniRef90_Q94KM0				CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed		LOC_Os01g08860.1		CUST_54276_PI403524517		7.424606		2.8923144		7.424606		up

		35_1537		2.0273724		2.0671473		1.8242149		-0.18630457		-0.26808262		0.29452562		-0.9712074		-0.124632835		-0.04563713		-1.2213168		-0.81208634		-0.3130312		-1.3068409		-0.94183517		-0.9018364		-0.14342213		-0.71940255		-0.77913356		1.5510397		3.246738		2.36689		2.2752275		2.0385218		1.775084		1.1828485		1.2509646		0.66318035		0.4452238		0.40999174		0.8864503		-0.047397137		0.045637608		0.09157276		-1.9135976		-0.6287255		-0.9469886				CHR4V7|COORD:10401952..10404259| xyloglucan:xyloglucosyl transferase, putative / xyloglucan endotransglycosylase, putative /		AT4G18990.1		10.7		0		cell wall.modification				 no descriptionmoderately similar to ( 306)AT1G14720| Symbols: EXGT-A2, XTR2 | XTR2 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE RELATED 2); hydrolase, acting on glycosyl bonds | chr1:5066801-5068461 REVERSEweakly similar to ( 168)XTH_TOBACProbable xyloglucan endotransglucosylase/hydrolase protein precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase SKN1 PRK07003 GH16_lichenase Herpes_BLLF1 PRK12323 TT_ORF1 Atrophin-1 PRK07764 DUF1777 DUF566 PRK08770 HPC2 Protamine_P1 				Cluster: Putative endoxyloglucan transferase; n=2; Oryza sativa|Rep: Putative endoxyloglucan transferase - Oryza sativa (Rice)		UniRef90_Q8VWG5				CHR10V5|COORD:22682117..22678850|protein xyloglucan endotransglucosylase/hydrolase protein 30 precursor, putative, expressed		LOC_Os10g42670.1		CUST_5567_PI403524517		4.002566		2.000925		4.002566		up

		Contig8149_at		0.33491993		-0.13696098		-0.037615776		-0.05089283		0.19466591		-0.027973175		0.17729092		0.2907524		0.35975838		-1.6442094		-1.2039919		-1.3518419		0.5415096		0.4731741		1.4797888		2.508132		2.4427824		2.3646765		0.99104977		0.03419113		0.58975697		-0.115740776		0.21831131		0.027973175		0.36495018		-0.085656166		0.16613007		-0.46567822		-0.21677017		-1.7152019		-1.0654097		-1.3287902		-0.8463106		-0.9884987		-1.1775751		-0.80005264		1.00E-40		ABA-responsive protein (HVA22e)		At5g50720.1     		17		0		hormone metabolism.abscisic acid.induced-regulated-responsive-activated				abscisic acid-induced protein HVA22 - barley				abscisic acid-induced protein HVA22 - barley sp|Q07764|HA22_HORVU HVA22 protein gb|AAA16094.1| A22		A48892          		9.80E-45		protein abscisic acid-induced-like protein		Os11g30500		CUST_14311_PI404877155		2.296557		1.1994725		2.296557		up

		35_23458		0.34979296		0.35570192		-0.010353565		0.6695018		0.3490448		0.52165365		0.5737386		0.8754382		-0.25291204		-0.3928194		-0.3618679		-0.43090868		-0.22996426		-0.21963787		-0.9115486		0.010354042		0.1677661		-0.05590105		0.4433341		0.050154686		0.5463338		0.61112547		0.8950858		0.073225975		0.7202821		0.82985306		1.0168295		-0.40402126		-0.6944351		-0.8998313		-0.8789635		-0.8341551		-0.5262623		-0.13619184		-0.7557044		-0.5700331				CHR1V7|COORD:28502840..28504604| family II extracellular lipase 3 (EXL3)		AT1G75900.1		26.28		0		misc.GDSL-motif lipase				 no descriptionweakly similar to ( 199)AT1G75900| Symbols:  | family II extracellular lipase 3 (EXL3) | chr1:28502840-28504604 FORWARDweakly similar to ( 118)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like PRK07003 Tymo_45kd_70kd PRK12323 TT_ORF1 Atrophin-1 PRK07764 				Cluster: Putative family II extracellular lipase 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative family II extracellular lipase 3 - Oryza sativa (j		UniRef90_Q6YU91				CHR02V5|COORD:78170..79579|protein anther-specific proline-rich protein APG precursor, putative, expressed		LOC_Os02g01140.1		CUST_81784_PI403524517		2.312632		1.2095358		2.312632		up

		Contig8305_at		-0.20118809		-0.15790081		-0.2187109		0.6042242		0.78113365		1.012907		0.990674		1.235384		1.7177706		-0.62663555		-1.0435724		-0.9160681		0.15789986		0.32448387		0.9876566		2.386941		2.407073		2.3268423		-0.51294136		-0.16771793		-0.6263552		0.86962986		0.7189884		1.0477533		1.6891184		2.0452824		1.8850479		-1.8427682		-1.7307377		-1.6916366		-1.2477884		-1.4344711		-1.2727718		-1.3849001		-1.35044		-1.2272177				heat shock protein 101 (HSP101)		At1g74310.1     		20		0		stress.abiotic.heat				heat shock protein 101				heat shock protein 101 [Triticum aestivum]		AAD22629.1      				protein Clp amino terminal domain, putative		Os05g44340		CUST_14468_PI404877155		4.713627		2.2368376		4.713627		up

		35_26361		2.7317138		1.9099073		2.0689163		1.6931863		1.7995424		2.029817		2.2869582		2.2732272		2.0356836		-2.7476118		-3.0924306		-1.5157845		-0.9537542		-1.0818257		-1.0049453		-0.4334116		-0.56356573		-1.0380135		1.1254511		0.43341112		0.77457		1.4936361		1.3432059		1.1784549		1.9414515		2.0370955		2.0008116		-3.6871905		-2.5400398		-2.4931064		-1.5695055		-0.9339919		-3.6882968		-0.599946		-1.2205956		-0.60834026		3.00E-10		CHR3V7|COORD:560263..561767| acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative		AT3G02620.1		11		0		lipid metabolism.FA synthesis and FA elongation.ACP desaturase				 no descriptionvery weakly similar to (62.0)AT3G02620| Symbols:  | acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative | chr3:560263-561767 FORWARDvery weakly similar to (57.8)STAD_SPIOLAcyl-[acyl-carrier-protein] desaturase, chloroplast precursor - Spinacia oleracea (Spinach)FA_desaturase_2 		2.00E-11		Cluster: Putative stearoyl-acyl-carrier protein desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stearoyl-acyl-carrier protein desaturase -		UniRef90_Q84MF1		7.00E-13		CHR03V5|COORD:17579996..17578327|protein acyl-desaturase, chloroplast precursor, putative, expressed		LOC_Os03g30950.1		CUST_92186_PI403524517		9.825747		3.296567		9.825747		up

		35_14801		-0.16214561		-0.1556716		0.03336811		0.36409855		0.20032215		0.19651937		0.39191246		0.3952279		0.84148264		-0.004388809		-0.09495354		0.45514297		-1.0578408		-1.241601		-0.9690275		-1.2981043		-1.4890323		-1.0933981		0.9262605		0.073765755		0.83687544		0.4223771		0.73348		0.5484934		1.094943		0.7108102		0.63136387		0.004389286		-0.97665644		-0.71918774		-1.1009445		-0.93404675		-1.8228474		-2.1380262		-1.8379626		-2.0439446				CHR1V7|COORD:17969742..17972745| phosphoethanolamine N-methyltransferase 2, putative (NMT2)		AT1G48600.2		11.3		0		lipid metabolism.Phospholipid synthesis				 no descriptionmoderately similar to ( 356)AT1G48600| Symbols:  | phosphoethanolamine N-methyltransferase 2, putative (NMT2) | chr1:17970116-17972745 FORWARDmoderately similar to ( 353)PEAMT_SPIOLPhosphoethanolamine N-methyltransferase - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned Methyltransf_11 UbiE PRK08317 ubiE arsM DUF858 Methyltransf_12 SmtA 				Cluster: Phosphoethanolamine methyltransferase; n=1; Triticum aestivum|Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat)		UniRef90_Q8VYX1				CHR05V5|COORD:27150431..27146135|protein phosphoethanolamine N-methyltransferase, putative, expressed		LOC_Os05g47540.1		CUST_51926_PI403524517		3.86303		1.9497329		3.86303		up

		35_20005		0.15439081		0.46928644		0.27589178		0.7525439		0.6840377		0.8414655		1.13695		1.0114484		1.1469932		-0.8771734		-0.5922723		-0.6515641		-0.22808075		-0.21841669		-0.32820702		-0.50933266		-0.6560073		-0.52448463		0.36385536		0.3656516		0.6534867		0.63651514		1.0616984		0.80298185		1.433927		1.2605815		1.4540992		-0.43695545		-0.36640644		-0.15439081		-1.0605464		-0.9297018		-1.1094651		-0.9141178		-1.2872629		-1.2232575		2.00E-20		CHR3V7|COORD:5065452..5066183| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Os04g0413900 [Oryza sativa (japonica		AT3G15040.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (59.3)AT3G15040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Os04g0413900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052750.1); similar to Os01g0862600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044884.1); similar to hypothetical protein LOC_Os10g27350 [Oryza sativa (japonica cultivar-group)] (GB:AAP53748.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr3:5065452-5066183 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF584 PRK07764 PRK07003 PRK12323 PRK12678 Tymo_45kd_70kd DUF1509 				Rep: H0501D11.6 protein - Oryza sativa (Rice)		UniRef90_Q01IJ8				CHR04V5|COORD:26917960..26925204|protein expressed protein		LOC_Os04g45834.2		CUST_69916_PI403524517		3.303231		1.7238779		3.303231		up

		35_22300		0.2751751		0.46735954		0.38835812		0.76751137		0.75787354		0.80362415		0.78469753		0.8194227		0.8515816		-0.65046453		-0.7737012		-0.31337976		-0.41645813		-0.4960847		-0.6673999		-0.6292		-0.5675192		-0.6895809		0.7035656		0.64138985		0.736351		0.8575716		0.69110966		0.7910814		0.78259087		1.0091124		0.9328594		-0.6391678		-0.61612797		-0.355062		-0.36717796		-0.27517462		-0.3180337		-0.44598103		-0.48048067		-0.5220337				CHR1V7|COORD:26135156..26136597| methyltransferase		AT1G69526.2		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 216)AT1G69526| Symbols:  | methyltransferase | chr1:26135156-26136597 FORWARDvery weakly similar to (55.8)SMT2_ORYSAnot assigned not assigned Methyltransf_11 PRK08317 UbiE ubiE arsM Ubie_methyltran SmtA UbiG Methyltransf_12 				Cluster: UbiE/COQ5 methyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: UbiE/COQ5 methyltransferase-like - Oryza sativa (japonica		UniRef90_Q6Z2U2				CHR02V5|COORD:31204320..31206791|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed		LOC_Os02g51030.1		CUST_77787_PI403524517		2.3628716		1.2405412		2.3628716		up

		35_26540		0.0994463		0.03903675		0.0557456		-0.47686768		-0.6560583		-0.44490623		-0.6847782		-1.2131121		-0.5837102		1.8831868		0.42893124		-0.22206497		-0.32074165		-0.2636943		-0.69380116		-0.7405119		-0.30149698		0.006032467		1.7049623		1.5168571		2.0454679		0.95821524		0.8102336		0.96967745		1.2291121		1.7262549		1.3488779		0.3246255		1.3467412		0.32328463		-0.22371721		-0.24957705		-0.00603199		-0.04935026		-1.1647618		-1.7538791		3.00E-40		CHR4V7|COORD:16752641..16753971| cyclase family protein		AT4G35220.1		28.99		0		DNA.unspecified				 no descriptionweakly similar to ( 118)AT4G35220| Symbols:  | cyclase family protein | chr4:16752641-16753971 FORWARD				Cluster: Metal-dependent hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent hydrolase-like protein - Oryza sativa (japonic		UniRef90_Q6ZIF9		3.00E-36		CHR02V5|COORD:4831143..4835208|protein cyclase, putative, expressed		LOC_Os02g09420.1		CUST_92824_PI403524517		2.886152		1.5291473		2.886152		up

		35_4473		0.18052101		0.11200333		0.05551243		0.067873		-0.08580208		-0.027529716		0.32143974		0.25415802		0.12171364		0.20337582		-0.063845634		-0.18649483		0.04292488		-0.026122093		0.08406067		0.08190155		0.06573582		0.026123047		-0.21321106		-0.038680077		-0.16027737		0.07341194		0.067873		-0.08113289		0.10013294		0.20158386		0.05968094		-2.6249413		-7.205166		-3.8130832		-8.685626		-8.428209		-8.726553		-8.759978		-8.880817		-9.126409				CHR5V7|COORD:4561158..4564602| zinc finger (C2H2 type) family protein		AT5G14140.1		27		0		RNA.regulation of transcription.C2H2 zinc finger family				 no descriptionmoderately similar to ( 257)AT5G14140| Symbols:  | zinc finger (C2H2 type) family protein | chr5:4561158-4564602 FORWARDvery weakly similar to (52.0)GLCAP_SOYBNBeta-conglycinin, alpha' chain precursor - Glycine max (Soybean)not assigned 				Cluster: Os11g0498400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0498400 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0ISL4				CHR11V5|COORD:17219356..17222718|protein zinc finger protein 511, putative, expressed		LOC_Os11g30484.1		CUST_11000_PI399408534		164.53387		7.362241		164.53387		up

		35_1271		-0.06386757		0.023230553		-0.25596666		-0.10409737		0.012248039		0.11684799		-1.4698529		-0.12388134		0.6427088		0.44809723		0.19597435		0.12382507		0.97775745		1.534502		1.5484695		1.690135		1.7023525		1.7496758		-0.288486		-0.41493416		-0.50616693		0.0013046265		0.029102325		0.49368382		0.2776327		0.3165493		-0.0013051033		-1.2568054		-1.0519843		-0.3097539		-1.8168674		-2.222392		-2.0396314		-2.35072		-2.130581		-2.0252028				CHR1V7|COORD:2257730..2260099| transformer serine/arginine-rich ribonucleoprotein, putative		AT1G07350.1		27.4		0		RNA.RNA binding				 no descriptionweakly similar to ( 122)AT1G07350| Symbols:  | transformer serine/arginine-rich ribonucleoprotein, putative | chr1:2258814-2259584 REVERSEvery weakly similar to (61.6)GRP10_BRANAGlycine-rich RNA-binding protein 10 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 				Cluster: RNA recognition motif family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory		UniRef90_Q10NM2				CHR03V5|COORD:8749601..8746578|protein arginine/serine-rich splicing factor RSP41, putative, expressed		LOC_Os03g15890.1		CUST_4604_PI403524517		3.202138		1.6790354		3.202138		up

		35_42414		0.54758453		-0.17948008		0.05589962		0.31928873		0.38774347		0.63871384		-0.010684013		-0.1221261		0.88900614		0.31608677		-0.049654007		0.3902645		0.49213028		1.0359216		0.1131773		0.12822199		-0.064450264		-0.14529419		-0.13754702		0.24328375		0.010684013		-0.21563148		-0.61889124		0.49281216		0.09272909		0.3467946		0.4089465		-2.4032948		-3.6051729		-3.606783		-3.5379748		-3.555684		-3.5945208		-3.5992482		-3.6017237		-3.645951						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_151692_PI403524517		11.554576		3.5303924		11.554576		up

		Contig20469_at		0.8372445		0.6617441		0.5807872		0.15905046		0.0125079155		0.13600254		-0.0125079155		-0.06272459		-0.08337259		-0.090886116		-0.40939903		-0.7339306		-0.6093378		-0.69076824		-0.28219223		0.65155363		0.44599962		0.6501832		0.33262873		1.3388615		1.1876168		1.0717692		0.73188305		0.7147198		1.2791376		1.0227857		0.7361274		-0.9490371		-0.6319747		-0.7260618		-0.55624104		-0.82460785		-1.259464		-1.1332004		-1.4016843		-1.2915626				glycogen synthase, putative		At3g01180.1     		2		0		major CHO metabolism.synthesis.starch.starch synthase				0				starch synthase II [Hordeum vulgare]		AAN28307.1      				protein soluble starch synthase 2		Os02g51070		CUST_6980_PI404877155		3.7579067		1.9099293		3.7579067		up

		35_9247		0.115758896		0.011088371		-0.17723274		0.15734482		0.08058643		0.10304451		0.5035925		0.2902012		0.26547146		-0.35015774		-0.72234726		-0.9555483		0.0013256073		-0.03805542		-0.40765		0.0647831		0.08520603		0.056142807		-0.4795761		-0.001326561		-0.47040176		0.2544365		0.18203068		0.2127657		0.43477917		0.43761444		0.31115246		-1.5104494		-1.6035118		-1.1640806		-0.9163132		-0.84219646		-0.80491734		-0.5552683		-0.74704266		-0.7622204				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_32063_PI403524517		2.1250505		1.0874972		2.1250505		up

		35_25480		0.36457825		-0.35647058		-0.7357559		1.2989058		1.7765679		1.7734761		2.073173		2.0976715		2.0171685		-1.4293978		-0.4884801		-1.0500479		0.3984995		0.31589842		-0.23190641		-0.23348045		0.0025892258		0.009592533		0.4024949		-0.035604954		0.17921495		0.39286232		0.76885605		-0.0025892258		1.5897055		1.1125093		1.9634137		-1.31201		-0.5760894		-1.2550759		-1.8877432		-2.0625477		-1.7722111		-1.2417617		-1.6565218		-1.4178393		1.00E-39		CHR1V7|COORD:1545257..1547708| ZIP5 (ZINC TRANSPORTER 5 PRECURSOR); cation transporter		AT1G05300.1		34.12		0		transport.metal				 no descriptionweakly similar to ( 134)AT1G05300| Symbols: ZIP5 | ZIP5 (ZINC TRANSPORTER 5 PRECURSOR); cation transporter | chr1:1546160-1547708 REVERSEnot assigned Zip 				Rep: Putative zinc transporter OsZIP2 - Oryza sativa (Rice)		UniRef90_Q7Y247				CHR05V5|COORD:23133227..23136097|protein zinc transporter 1 precursor, putative, expressed		LOC_Os05g39560.1		CUST_89068_PI403524517		4.5080953		2.172518		4.5080953		up

		35_8459		-1.129374		-2.116979		-2.4874568		-0.47399044		-0.038306713		0.21057796		-1.123486		-0.8819456		0.2847705		-1.2047935		-1.0302052		-1.1651087		0.051533222		0.12873459		0.11252928		0.14931202		0.1821518		0.17914009		1.0316863		1.0576386		0.6728244		1.3268938		1.499198		2.1102057		1.1363802		1.4734368		1.4710588		-0.69909096		-0.8619218		-0.6475897		-0.36064768		-0.18660879		-0.47354174		-0.13756561		0.038306236		-0.09375095		7.00E-07		CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative		AT3G46730.1		20.1		0		stress.biotic				 no descriptionvery weakly similar to (50.4)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSE		1.00E-17		Cluster: Putative disease resistance protein RPM1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein RPM1 - Oryza sativa (jap		UniRef90_Q6ZB32		7.00E-25		CHR04V5|COORD:6421995..6422315|protein resistance protein, putative		LOC_Os04g11760.1		CUST_29275_PI403524517		3.2245133		1.6890814		3.2245133		up

		AB259783		3.2448893		3.0976849		3.0934381		2.942563		2.874319		3.0578823		2.5896673		2.834221		2.574133		-6.624172		-6.7453547		-6.8433113		-6.253304		-6.6685286		-6.7506866		-6.085415		-6.8783765		-6.772562		1.9736595		2.8048105		2.3855		3.1392622		2.8025103		2.9049873		2.745389		2.7156954		2.677063		-6.4356756		-6.3491173		-1.973659		-6.266574		-6.0598345		-6.2775636		-6.6840796		-6.5014844		-6.766923										0										Vrs1 Homeobox transcription factor										CUST_5_PI399866507		389.93454		8.607088		389.93454		up

		35_9896		0.2785821		0.528656		0.3678527		0.9805522		0.9815507		0.78201056		1.6228652		1.4387283		1.6214371		-1.0786126		-1.2079542		-0.5878496		-0.41228294		-0.105689526		-0.3643465		0.21899223		0.10568905		-0.114640236		-0.45554018		0.3678527		-0.36188745		0.52927923		0.73693275		0.60751057		1.6968236		2.0699058		1.7740893		-0.6131177		-0.6116581		-0.7890153		-0.7085357		-0.66701984		-1.5435214		-0.5354037		-0.71957445		-1.5530343				CHR3V7|COORD:8078988..8080902| AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor		AT3G22830.1		20		0		stress.abiotic.heat				 no descriptionmoderately similar to ( 302)AT3G22830| Symbols: HSFA6B, AT-HSFA6B | AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor | chr3:8078988-8080902 FORWARDnot assigned HSF_DNA-bind HSF HSF1 				Cluster: Heat shock factor RHSF5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor RHSF5 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6VBB2				CHR07V5|COORD:4137460..4140744|protein heat shock factor protein HSF30, putative, expressed		LOC_Os07g08140.1		CUST_34325_PI403524517		3.1036866		1.6339829		3.1036866		up

		35_7815		0.8568535		1.0740862		0.8822794		1.2101927		1.0896177		1.2537642		1.3422422		1.2942114		1.3150749		-2.649293		-2.1325727		-1.707519		-0.16447258		-0.23998833		-0.6599841		-0.4041586		-0.44854164		-0.4345169		0.16447258		1.1592884		0.60729694		1.2977657		1.199111		1.0830431		1.4493732		1.6172638		1.589159		-2.0716367		-1.8901825		-0.41589737		-0.60180473		-0.56200886		-0.73563004		-0.8261218		-1.075316		-0.82799625		1.00E-41		CHR1V7|COORD:2143247..2143756| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30230.1); similar to hypothetical protein LOC_Os03g18660 [Oryza		AT1G06980.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 156)AT1G06980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30230.1); similar to hypothetical protein LOC_Os03g18660 [Oryza sativa (japonica cultivar-group)] (GB:ABF95458.1) | chr1:2143247-2143756 REVERSE				Cluster: Hypothetical protein OSJNBa0027N19.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0027N19.12 - Oryza sativa (japonica		UniRef90_Q6F2T0				CHR05V5|COORD:3811047..3811559|protein expressed protein		LOC_Os05g07240.1		CUST_26984_PI403524517		4.378311		2.1303744		4.378311		up

		35_33353		0.14358425		0.51024914		0.43715477		1.0901442		1.1764641		1.1666851		1.6539726		1.3551111		1.4927835		-1.345295		-1.1417489		-1.0853596		-0.59728956		-0.38066816		-0.59750843		0.008752823		-0.008751869		0.10866547		-0.47801113		0.64825726		-0.20688343		0.8501806		0.8188343		0.6366844		1.2821465		1.6908903		2.1714153		-0.9033885		-1.2559471		-1.0746508		-1.2212348		-1.6013026		-1.3176222		-0.78691244		-0.9829321		-1.1039939						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_117734_PI403524517		3.8970668		1.9623886		3.8970668		up

		Contig17965_at		0.12605858		0.36623955		0.24833488		0.43335152		0.36623955		0.24225712		0.4840641		0.5525837		-0.5801611		-0.47375202		-1.0880618		-0.063194275		-0.28199863		-0.24249697		-0.071992874		-0.23703861		0.063194275		-0.120504856		1.502264		0.4889078		0.3931942		0.35241318		0.97250557		0.78989506		0.19624615		0.23092556		0.26027775		-0.47101164		-1.1077242		-0.90133		-1.1448045		-1.222641		-0.34613037		-0.31479836		-0.5680618		-0.48826885		2.00E-23		cytochrome c oxidase copper chaperone family protein		At1g53030.1     		9.7		0		mitochondrial electron transport / ATP synthesis.cytochrome c oxidase				cytochrome c oxidase copper chaperone family protein, contains Pfam domian, PF05051: Cytochrome C oxidase copper chaperone (COX17)		6.00E-22		cytochrome c oxidase copper chaperone family protein [Arabidopsis thaliana]		NP_175711.1     				0		0		CUST_5857_PI404877155		2.4720554		1.3057112		2.4720554		up

		35_34868		0.011780739		0.10327625		-0.06274986		-0.11425018		-0.3296137		-0.20662785		-0.3010912		-0.3241539		-0.4435835		0.09353924		0.2302227		-0.0117816925		0.41950226		-0.3441887		1.5452499		-0.45433426		-0.47084618		-0.48001862		2.9721746		3.3011494		2.9332275		2.9611998		2.8423119		2.904399		2.9499903		2.93758		2.8975449		0.25938034		0.26989937		0.1563921		-0.41115093		-0.33396626		-0.31276894		-0.52414227		-0.5584421		-0.5267353		6.00E-10		CHR3V7|COORD:3323506..3324910| SNF7 family protein		AT3G10640.1		35.2		0		not assigned.unknown				 no description		2.00E-16		Cluster: Putative CGI-34 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CGI-34 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q9FTZ4		9.00E-18		CHR01V5|COORD:169993..167514|protein charged multivesicular body protein 5, putative, expressed		LOC_Os01g01350.1		CUST_123649_PI403524517		9.105828		3.1867902		9.105828		up

		35_9844		0.04313469		-0.09255028		0.057800293		0.3595438		0.46922398		0.39505577		1.0293379		0.7015791		0.6322403		-0.33409786		-0.32037354		-0.7552633		0.0018072128		-0.0018081665		-0.5605583		0.45991898		0.656559		0.46208572		-0.95411015		-0.19472122		-0.7043295		0.46208572		0.46979904		0.16214466		0.8214102		0.6256304		0.7342558		-1.9350615		-2.4300966		-1.9779425		-1.7543888		-1.6526489		-2.003214		-1.8713522		-2.1267147		-2.2640047				0		0		35.2		0		not assigned.unknown				 no descriptionApolipoprotein 		4.00E-20		Cluster: Type IV antifreeze protein precursor; n=1; Danio rerio|Rep: Type IV antifreeze protein precursor - Brachydanio rerio (Zebrafish) (Danio rerio)		UniRef90_Q4L216				0		0		CUST_34152_PI403524517		4.468319		2.159732		4.468319		up

		35_16209		-0.24019623		0.022928715		-0.23970556		-0.28037643		-0.21262121		-0.40214682		-0.94376564		-0.6206188		-0.28270578		1.1453819		0.24547672		0.53214407		-0.040174484		0.24057674		-7.76E-04		-0.1555233		0.11415863		0.10592842		1.4617572		2.2397628		1.7727175		1.8820786		1.7028699		2.07628		1.7963991		1.9719672		1.7945175		7.76E-04		-0.29474878		0.25800896		-0.40900564		-0.41013575		-0.34678268		-1.0324879		-0.6867552		-0.98602295		8.00E-37		CHR5V7|COORD:17396963..17402615| COP1-interacting protein-related		AT5G43310.1		30		0		signalling.light.COP9 signalosome				 no descriptionweakly similar to ( 112)AT5G43310| Symbols:  | COP1-interacting protein-related | chr5:17396963-17402615 REVERSE				Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10A91				CHR03V5|COORD:36286751..36297543|protein expressed protein		LOC_Os03g64320.1		CUST_9710_PI399408534		4.888868		2.2895005		4.888868		up

		35_19632		0.014844894		0.05192852		-0.03654194		-0.15124989		-0.25801182		-0.15345001		-0.36317062		-0.3040285		-0.30046654		0.21417809		0.22901917		0.20172215		-0.014843941		-0.39962387		0.543334		-0.605072		-0.42758465		-0.49641132		1.8058395		2.083228		1.8017607		1.7709169		1.5980968		1.7558699		1.7703199		1.7537613		1.7304039		0.27814293		0.23526001		0.16444492		-0.28522396		-0.25195217		-0.36291218		-0.49826622		-0.5855408		-0.6201296				CHR3V7|COORD:3323506..3324910| SNF7 family protein		AT3G10640.1		27		0		RNA.regulation of transcription.SNF7				 no descriptionmoderately similar to ( 322)AT3G10640| Symbols:  | SNF7 family protein | chr3:3323506-3324489 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Snf7 				Cluster: Putative CGI-34 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CGI-34 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q9FTZ4				CHR01V5|COORD:169993..167514|protein charged multivesicular body protein 5, putative, expressed		LOC_Os01g01350.1		CUST_24062_PI399408534		3.9988832		1.9995972		3.9988832		up

		Contig8453_at		0.05868721		0.1807003		-0.101044655		0.16029167		0.016691208		0.004078865		0.4081545		0.32626915		0.27389622		-0.420516		-0.43803596		-0.21952915		-0.07622337		-0.26729488		0.11355686		0.009957314		-0.03574848		-0.045859337		0.3118992		-0.0040779114		0.082390785		0.27544975		0.2054615		0.22986698		0.3859129		0.16475296		0.16692352		-0.26050663		-0.5596409		-0.41356564		-1.0455456		-1.0941534		-1.0277596		-1.1516113		-1.1837568		-1.1663752		2.00E-26		rubber elongation factor (REF) family protein		At3g05500.1     		20		0		stress.abiotic.unspecified				putative stress-related protein		7.00E-39		putative stress-related protein [Oryza sativa (japonica cultivar-group)]		BAC15991.1      		4.00E-40		protein Rubber elongation factor protein (REF)		Os07g47510		CUST_14654_PI404877155		2.1142795		1.0801661		2.1142795		up

		35_26932		-0.07099342		-0.23983288		-0.53266954		0.060581684		-0.016021252		0.10803509		-0.7254391		-0.5595269		0.11353779		0.12207508		0.016021252		0.1176815		0.32099676		0.76695824		0.73429585		0.44454908		0.41891766		0.46633434		-0.6257129		0.12909031		-0.726809		0.26497698		-0.22517538		0.49078465		0.31416416		0.4483738		1.5952401		-3.0015435		-2.168954		-3.0335631		-2.199044		-2.7777185		-3.6851788		-2.468658		-2.1264162		-2.2023406				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_94205_PI403524517		7.0335875		2.8142607		7.0335875		up

		Contig1207_at		-0.11339855		-0.00310421		-0.07246876		-0.16321278		-0.24816036		0.10772133		-0.51330376		0.027399063		0.18531895		0.27347755		0.08753967		0.021596909		0.65667534		0.71462154		0.9871645		1.4715433		1.6359978		1.6408806		-0.35155296		-0.18941498		-0.26621246		0.34578705		0.00310421		0.47669792		0.5169363		0.6999893		0.8270664		-0.6053505		-0.52978325		-0.35499096		-0.88984394		-0.9154415		-0.9579258		-1.1324787		-0.8990412		-1.010334				heat shock protein, putative		At5g56010.1     		20		0		stress.abiotic.heat				heat shock protein 80				heat shock protein 80 [Triticum aestivum]		AAD11549.1      				protein heat shock protein 82		Os08g39140		CUST_1851_PI404877155		2.0558462		1.0397323		2.0558462		up

		35_17865		-1.7636797		-0.9134276		-1.2743986		-2.01225		-1.394315		-0.9516432		-0.44624257		-0.60583067		0.048469067		0.6775155		-0.24410701		1.0944686		-0.04846883		0.45671225		-0.59514284		-0.11098099		-0.114975214		0.049248934		1.1336808		2.7969851		1.7305465		1.1806154		1.6819797		0.9051876		2.6105528		2.072144		2.3426628		1.3052039		1.2425828		1.4611473		-0.41996336		-0.08905649		-1.2174835		1.2352905		-0.0952332		-1.402672		1.00E-17		CHR1V7|COORD:9078127..9079563| proline-rich extensin-like family protein		AT1G26240.1		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_62658_PI403524517		3.0395079		1.6038377		3.0395079		up

		35_27674		0.22829723		0.9660492		0.33353424		0.18592119		-0.06738281		0.17004204		-0.012984753		-0.18373156		0.05551815		-0.59137106		-0.34832907		0.066420555		0.062005997		-0.23082876		-0.312088		-0.8481002		-0.44563293		-0.38186502		0.4276986		0.79969597		0.6718502		0.8363228		0.40820503		0.53666925		0.7862754		0.66321945		0.6202941		-0.47316027		-0.4081769		0.012984753		-1.2630825		-0.8597827		-1.0243249		-2.0407846		-1.5743036		-2.3132188		5.00E-11		CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein		AT5G56330.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 IER Atrophin-1 PRK09169 Herpes_UL32 		3.00E-30		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10SM0		1.00E-31		CHR03V5|COORD:964116..968105|protein expressed protein		LOC_Os03g02660.1		CUST_96899_PI403524517		3.349131		1.7437868		3.349131		up

		35_20014		0.106573105		-0.14322758		-0.003334999		0.030439377		-0.14914513		-0.21332455		0.34493446		0.23466682		0.22354317		0.19037914		0.003334999		-0.23096752		0.08946228		0.16354465		-0.036125183		0.12669563		0.051545143		0.20152473		-0.28908157		0.045585632		-0.36483574		0.07835388		0.10606384		-0.042197227		0.31654072		0.4385662		0.2848072		-3.015376		-7.536995		-4.06918		-7.529104		-7.5411696		-7.5626874		-7.5664015		-7.5574965		-7.310405				CHR3V7|COORD:20937853..20939776| AtATG18d (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) d)		AT3G56440.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionhighly similar to ( 522)AT3G56440| Symbols: AtATG18d | AtATG18d (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) d) | chr3:20937853-20939776 FORWARDnot assigned not assigned WD40 				Cluster: Hypothetical protein OJ1276_B06.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1276_B06.19 - Oryza sativa (japonica		UniRef90_Q5VQF8				CHR01V5|COORD:3502467..3507333|protein WD-repeat domain phosphoinositide-interacting protein 3, putative, expressed		LOC_Os01g07400.2		CUST_28560_PI399408534		103.66938		6.695846		103.66938		up

		35_42382		0.15947437		0.1687007		0.1853776		-0.13081932		-0.18692064		-0.13654089		0.0011982918		0.04602003		-0.25736952		0.065066814		0.18919945		0.2710166		0.093310356		0.18626976		0.10940075		0.0038280487		0.049932003		-0.05334997		-0.23914146		0.36595488		0.10342598		0.12152147		-0.0011982918		0.06084776		-0.033263206		-0.07402372		0.009726524		-2.0057487		-2.403574		-1.941762		-2.722004		-2.44951		-1.849586		-2.0724044		-2.42585		-2.674851						0		35.2		0		not assigned.unknown				 no description		1.00E-21		Cluster: Hypothetical protein OSJNBa0057M23.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057M23.128 - Oryza sativa (japonic		UniRef90_Q6Z4S3		5.00E-23		CHR07V5|COORD:1174993..1176406|protein F-box domain containing protein		LOC_Os07g03090.1		CUST_151580_PI403524517		4.9853067		2.3176823		4.9853067		up

		35_17766		0.00915432		0.34679604		0.57921934		-0.00915432		0.56467676		-0.06031704		0.06633139		0.25007582		0.31760263		-0.9495096		-0.48263454		-0.26566553		-2.5852451		-0.61497545		-3.455638		-0.5546036		-1.4934258		-0.82958317		0.06691122		1.423151		0.2903676		1.3436856		1.119154		1.2173553		1.2240653		1.2193398		1.4135461		-0.034807205		-0.3128085		0.75921345		-0.21801186		0.165133		-0.52806044		-0.46565437		-0.2411809		-0.80148935				CHR3V7|COORD:16956418..16957361| MYB111 (myb domain protein 111); DNA binding / transcription factor		AT3G46130.1		27		0		RNA.regulation of transcription.MYB domain transcription factor family				 no descriptionweakly similar to ( 193)AT3G46130| Symbols: AtMYB48, MYB111 | MYB111 (myb domain protein 111) | chr3:16956450-16957361 FORWARDweakly similar to ( 196)MYBA2_ORYSAnot assigned not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT PRK12323 PRK07764 PRK07003 				Rep: Myb factor protein - Oryza sativa (Rice)		UniRef90_Q9FEV3				CHR01V5|COORD:43423240..43424821|protein MYB59, putative, expressed		LOC_Os01g74410.1		CUST_15701_PI399408534		2.3322031		1.2216935		2.3322031		up

		35_11685		-0.1010313		-0.0952425		0.14240265		0.15467644		0.13805962		0.13214684		0.08351803		0.15683746		0.15877342		-0.38617897		-0.11823177		-0.23191261		0.2197113		0.2670431		0.045378685		0.43583202		0.45665646		0.4454012		-0.478364		0.29104042		-0.24635983		0.002289772		-0.11440849		0.08016682		-0.002289772		0.17403412		0.13493538		-1.971384		-2.168644		-1.895155		-1.5117989		-1.4665871		-1.3347206		-1.28753		-1.0959797		-1.2039671				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_40632_PI403524517		2.8893738		1.5307568		2.8893738		up

		35_49739		0.23680687		0.26140308		0.18912601		0.11450577		0.1732378		0.13411331		0.50249004		0.3467741		0.14792156		0.036972046		0.10942459		0.06847191		0.042821884		-0.07357979		-0.14799786		-0.1770258		-0.16087723		-0.197258		-0.08181		0.025531769		-0.056425095		0.022099495		-0.022100449		-0.04068756		0.22248554		0.20438099		0.32217598		-3.7791696		-7.076071		-4.8634605		-7.0339046		-7.0303535		-7.0524387		-7.0405416		-7.0610285		-7.072323		8.00E-15		CHR1V7|COORD:30049687..30050744| oxidoreductase family protein		AT1G79870.1		13		0		amino acid metabolism.degradation.serine-glycine-cysteine group.glycine				 no descriptionvery weakly similar to (75.9)AT1G79870| Symbols:  | oxidoreductase family protein | chr1:30049687-30050744 FORWARDnot assigned not assigned 2-Hacid_dh LdhA SerA 2-Hacid_dh_C PRK11790 PRK06487 		1.00E-21		Rep: B0616E02-H0507E05.10 protein - Oryza sativa (Rice)		UniRef90_Q01HW2		4.00E-23		CHR04V5|COORD:435380..433847|protein glyoxylate reductase, putative		LOC_Os04g01650.1		CUST_178823_PI403524517		91.24418		6.5116606		91.24418		up

		35_25617		0.7374563		0.74803543		0.8964052		1.0568905		1.0948677		1.1435347		0.9190016		0.7908611		1.0997639		-8.492772		-8.519639		-8.430456		-2.9050403		-8.472464		-0.43445206		-8.069076		-8.464788		-8.500373		0.434453		0.96668816		0.66090584		1.012619		1.0745249		1.0775156		0.91038513		0.88435173		1.0568905		-2.1876674		-6.769327		-3.4643617		-8.275213		-8.18882		-8.397991		-8.196717		-8.377977		-8.476406		5.00E-05		CHR3V7|COORD:10246575..10254395| RST1 (RESURRECTION1); binding		AT3G27670.1		35.2		0		not assigned.unknown				 no description		6.00E-30		Cluster: Putative RST1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RST1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q8LQU3		2.00E-31		CHR01V5|COORD:3571082..3556534|protein RST1, putative, expressed		LOC_Os01g07490.1		CUST_89543_PI403524517		226.54378		7.823646		226.54378		up

		35_9180		0.9702177		0.8281183		0.7910414		0.89932346		0.7543497		1.0701218		0.62653446		0.83211994		0.8702612		-1.7762003		-1.6362238		-1.9436779		-0.45549774		-0.44740295		-0.4424219		-0.31335926		-0.23322296		-0.27462864		0.23322296		0.86088467		0.5587225		1.3985863		1.3217001		1.4561977		1.2412271		1.4510803		1.3713617		-1.9788189		-1.8179846		-1.0946474		-0.77855015		-0.7007351		-0.79932404		-0.7830467		-0.68933105		-0.79289913		4.00E-25		CHR3V7|COORD:22917089..22918865| CYP78A9 (CYTOCHROME P450 78A9); oxygen binding		AT3G61880.1		26.1		0		misc.cytochrome P450				 no descriptionvery weakly similar to (92.0)AT1G01190| Symbols: CYP78A8 | CYP78A8 (cytochrome P450, family 78, subfamily A, polypeptide 8); oxygen binding | chr1:83045-84864 REVERSEvery weakly similar to (86.7)C78A3_SOYBNCytochrome P450 78A3 - Glycine max (Soybean)not assigned 		2.00E-28		Cluster: Putative cytochrome p450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome p450 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z9D5		8.00E-30		CHR08V5|COORD:27289992..27287658|protein cytochrome P450 78A3, putative, expressed		LOC_Os08g43390.1		CUST_31820_PI403524517		4.4308734		2.147591		4.4308734		up

		35_8698		-0.6226034		-0.6899829		-0.6916555		-0.21903229		0.80668235		0.12432718		-0.76512253		-0.74753153		1.4460692		-0.57762146		-0.7330935		-0.5872674		1.4463716		-0.66482556		3.6180289		-0.41560864		1.2180734		-0.6767092		4.90833		5.242072		4.7062845		5.651124		5.4624557		5.722706		6.012842		5.946762		5.676815		-0.6066679		-0.62899435		-0.648595		-0.6062052		0.50497746		0.41261864		-0.6488824		1.1308815		-0.12432706				CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein		AT3G43230.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionmoderately similar to ( 239)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned COG2930 DUF500 				Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z4J7				CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed		LOC_Os07g17130.1		CUST_15898_PI399408534		49.046032		5.6160645		49.046032		up

		35_23822		-0.15006208		-0.40264416		-0.2944541		-0.16808891		-0.27442884		-0.300004		-0.111329556		-0.1560545		-0.19914198		-0.05795908		-0.18534613		0.022725105		0.23439217		-0.29388332		0.9921951		-0.4765587		-0.5824609		-0.48098946		1.8423891		2.465519		1.9454422		2.3390083		2.1889572		2.2916012		2.2438993		2.2706366		2.3178568		-0.2193923		-0.022724628		-0.030112267		0.45863247		0.35326958		0.11603165		0.27792072		0.19439697		0.18288898				CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein		AT3G43230.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionmoderately similar to ( 261)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned DUF500 COG2930 				Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z4J7				CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed		LOC_Os07g17130.1		CUST_32133_PI399408534		4.187369		2.066044		4.187369		up

		35_4300		0.26654148		0.018401146		0.038425446		0.59760666		-0.10504627		0.74706936		0.84819126		0.609745		0.77526665		-1.4332886		-1.8096209		-1.582859		0.4754057		0.9394016		1.6587858		0.5171919		0.43478107		0.4396286		-0.38143063		-1.1805077		-1.1053047		-0.018400192		-0.045168877		0.35134125		0.8661394		0.53607464		0.49024296		-1.4959812		-2.1251116		-1.6712551		-1.6425896		-1.5698261		-1.5289831		-1.5477028		-1.594862		-1.5255108		1.00E-09		CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding		AT1G16610.2		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 				Cluster: Hypothetical protein P0508B05.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0508B05.10 - Oryza sativa (japonica cultivar-g		UniRef90_Q6ETW4				CHR02V5|COORD:19828413..19829271|protein pectinesterase inhibitor domain containing protein, expressed		LOC_Os02g33380.1		CUST_14923_PI403524517		2.9885035		1.5794232		2.9885035		up

		35_17919		0.21155071		0.4447317		0.6301651		-0.25879192		-0.26978493		0.046590805		0.0082092285		0.13106918		-0.11911297		-0.7633028		-0.5198126		0.43288994		-0.20378208		-0.38969898		-0.12300396		2.3528738		2.3559513		2.3184004		1.8287334		0.51248264		1.8861713		-0.008210182		0.4973936		0.05881405		0.4474268		0.47830296		1.458128		-0.16353989		-0.4383154		-1.1110401		-1.5189543		-1.3991671		-1.5186567		-1.7133703		-1.8926477		-1.9755335		5.00E-12		CHR1V7|COORD:25411706..25413816| TEL2 (TERMINAL EAR1-LIKE 2); RNA binding		AT1G67770.1		35.2		0		not assigned.unknown				 no descriptionPRK07764 PRK12323 		4.00E-15		Cluster: Hypothetical protein OJ2056_H01.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.29 - Oryza sativa (japonica cultiv		UniRef90_Q6ZGX3		2.00E-16		CHR02V5|COORD:29807417..29807626|protein hypothetical protein		LOC_Os02g48710.1		CUST_62843_PI403524517		4.2839475		2.0989408		4.2839475		up

		35_24561		0.09542608		0.011569977		-0.13086319		-0.011570454		-0.026177883		0.5147705		0.35778952		-0.19987965		0.22217703		-0.5998244		-0.62286234		-1.0646901		0.55578613		0.69108486		0.98780775		1.48944		1.522543		1.4511995		-0.11970854		0.12182236		-0.40517235		0.55216646		0.1538682		0.17975903		1.0408511		0.6586814		1.3046064		-1.174418		-0.9050422		-0.5523014		-0.36823893		-0.6303792		-0.63479185		-0.879446		-1.086359		-1.0980673		2.00E-18		CHR2V7|COORD:17833404..17834503| PDF1 (PROTODERMAL FACTOR 1)		AT2G42840.1		33.99		0		development.unspecified				 no descriptionvery weakly similar to (80.5)AT2G42840| Symbols: PDF1 | PDF1 (PROTODERMAL FACTOR 1) | chr2:17833404-17834503 REVERSE		2.00E-33		Cluster: Os01g0726700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0726700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JJP4		7.00E-35		CHR01V5|COORD:30620790..30623421|protein DNA-directed RNA polymerase II largest subunit, putative, expressed		LOC_Os01g52690.1		CUST_85759_PI403524517		2.3002148		1.2017686		2.3002148		up

		Contig23392_at		-0.4422499		-0.57063913		-0.7683556		1.4468071		2.8726254		0.22836757		0.31450033		-0.85146916		0.3022089		-0.9081341		-0.54269207		-0.9897356		-0.18205929		-0.7293991		1.5370932		0.74587107		-0.86771584		-0.783654		1.3827436		2.3107133		2.2691565		2.8872638		2.356495		2.3740816		2.8264928		2.8057194		2.8972163		-0.6218624		0.011930466		0.93318915		-0.011930227		-0.19547677		-0.7674141		-0.26873446		-0.69578993		-0.911083				protein kinase family protein		At5g28680.1     		30		0		signalling.receptor kinases.Catharanthus roseus-like RLK1				NONE				putative receptor-protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB56062.1| putative protein kinase [Oryza sativa (japonica cu		NP_916295.1     				protein Protein kinase domain, putative		Os05g25370		CUST_7953_PI404877155		6.668907		2.7374504		6.668907		up

		35_49690		0.09721565		-0.0045194626		0.20397091		0.054740906		0.07663536		0.28242397		0.18468761		0.2401371		0.14197254		-0.33894062		-0.2881012		-0.06781864		0.103832245		0.12634087		-0.27208614		-0.034348488		0.04131508		0.04131508		-0.43567276		0.060297012		-0.29932785		0.0045204163		-0.13915157		0.1889162		0.05622387		0.21576977		0.06003666		-3.2202468		-4.6783156		-3.5838232		-4.692531		-4.0546765		-4.6081767		-4.912483		-4.223816		-4.2569246						0		35.2		0		not assigned.unknown				 no description		5.00E-05		Cluster: Hypothetical protein OJ1471_E11.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1471_E11.9 - Oryza sativa (japonica cultivar		UniRef90_Q6K9F1		2.00E-06		CHR02V5|COORD:18503763..18495334|protein expressed protein		LOC_Os02g30974.1		CUST_178662_PI403524517		18.582151		4.2158456		18.582151		up

		35_21588		0.4172001		0.46420336		0.31176138		0.44067907		0.23637629		0.5944066		0.34802008		0.52251244		0.62468195		-4.352776		-3.4802926		-2.291104		-0.19041777		-0.83747196		-1.4260244		-0.9573827		-0.6209202		-0.5797224		0.19041824		0.9453764		0.50619316		1.2380171		1.2846756		1.1623611		1.3785911		1.5505533		1.8222942		-1.9600906		-2.1879606		-0.9336872		-0.59174013		-0.26557732		-0.38602495		-0.9416008		-1.5805202		-1.7582014		2.00E-07		CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein		AT2G29210.1		35.2		0		not assigned.unknown				 no description		4.00E-40		Cluster: Putative anthocyanin 5-aromatic acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin 5-aromatic acyltransferase - Ory		UniRef90_Q8LND6		2.00E-41		CHR10V5|COORD:13282773..13280395|protein transferase family protein, expressed		LOC_Os10g26290.1		CUST_75313_PI403524517		4.9184685		2.2982092		4.9184685		up

		35_18663		0.047435284		0.1943636		-0.01370573		0.23390865		0.013705254		0.031760216		0.68776894		0.37501335		0.33487034		0.542243		-0.43226004		1.6674261		-0.85977316		-0.78199863		-1.1294546		-0.74549294		-0.6971364		-0.92755604		2.6863966		-0.06929922		2.3735857		0.16216612		0.7394333		0.38780785		1.1266699		0.86510086		0.993927		-0.3188367		-0.6405587		-0.6952419		-1.0179367		-0.9876785		-0.8562641		-1.2131419		-1.3668633		-1.3218999				CHR1|COORD:6100957..6105258| similar to D-3-phosphoglycerate dehydrogenase, putative / 3-PGDH, putative [Arabidopsis thaliana] (TAIR:At3g19480.1);		AT1G17745.2		13		0		amino acid metabolism.synthesis.serine-glycine-cysteine group.serine.phosphoglycerate dehydrogenase				 no descriptionmoderately similar to ( 319)AT1G17745| Symbols: PGDH | PGDH (3-PHOSPHOGLYCERATE DEHYDROGENASE); phosphoglycerate dehydrogenase | chr1:6101150-6104972 FORWARDnot assigned not assigned ACT_3PGDH-xct ACT_3PGDH-like ACT_LSD 				Cluster: Putative phosphoglycerate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoglycerate dehydrogenase - Oryza sativa (japon		UniRef90_Q6ZAA5				CHR08V5|COORD:21690313..21685199|protein D-3-phosphoglycerate dehydrogenase, chloroplast precursor, putative, expressed		LOC_Os08g34720.1		CUST_65365_PI403524517		3.9038894		1.9649122		3.9038894		up

		35_22575		-0.14812899		-0.03767252		-0.1837511		0.26759863		0.076049805		0.31442118		0.65986204		0.7094159		0.63903093		-0.9313865		-0.76186085		-0.37496233		-0.019969463		0.019969463		-0.6205368		1.3380466		1.091352		1.1184621		0.42498827		-0.13425589		0.24419832		0.1387744		0.4765458		0.48563147		0.9386668		1.0981011		1.3057876		-0.38738918		-0.064689636		-0.9779196		-0.7093916		-0.6597676		-0.40519524		-0.4831624		-0.66277695		-0.6893368				0		0		35.2		0		not assigned.unknown				 no descriptionRhaT DUF6 				Cluster: Hypothetical protein OSJNBb0022E02.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.3 - Oryza sativa (Rice)		UniRef90_Q94GS4				CHR03V5|COORD:28419725..28422846|protein integral membrane protein DUF6 containing protein, expressed		LOC_Os03g49940.1		CUST_78731_PI403524517		2.1631272		1.1131185		2.1631272		up

		35_6082		-0.16718578		0.019249916		0.0023202896		-1.300272		-1.1434059		-0.9433298		-1.4750471		-1.3728571		-1.3833966		0.1780734		0.22505236		0.35623837		-0.27848482		-0.35385656		-0.19884396		-0.101219654		-0.0023202896		0.1366148		0.30591536		0.9229617		0.5827184		0.5854707		0.38096523		0.42216492		0.4132123		0.2621627		0.38297653		0.34379244		0.7488127		0.38976765		-0.6102853		-0.7159438		-1.0739498		-1.2618113		-1.6045904		-2.1315084		2.00E-28		CHR3V7|COORD:7906897..7908423| AOX1A (alternative oxidase 1A); alternative oxidase		AT3G22370.1		9.4		0		mitochondrial electron transport / ATP synthesis.alternative oxidase				 no descriptionweakly similar to ( 121)AT3G22370| Symbols: ATAOX1A, AOX1A | AOX1A (alternative oxidase 1A); alternative oxidase | chr3:7906897-7908423 FORWARDweakly similar to ( 122)AOX3_SOYBNAlternative oxidase 3, mitochondrial precursor - Glycine max (Soybean)AOX AOX 		3.00E-32		Rep: Alternative oxidase - Triticum aestivum (Wheat)		UniRef90_Q8S914		6.00E-32		CHR04V5|COORD:30070780..30068069|protein transposon protein, putative, unclassified, expressed		LOC_Os04g51150.1		CUST_20953_PI403524517		2.1893063		1.1304737		2.1893063		up

		EBro03_SQ004_E10_at		0.27253628		0.5582237		0.7919445		0.2064724		0.41999435		0.42812252		-0.41325283		-0.0017147064		0.018004417		-0.87128687		-0.71133995		0.16993141		-0.2218895		-0.22027397		0.11013889		0.053250313		-0.102767944		0.0017147064		1.249711		1.1496153		1.5429878		0.85517025		0.91378784		0.63625526		0.40957832		-0.44797325		-0.4927063		-0.32506657		-0.33462906		-0.027700424		-0.6705122		-0.61241245		-0.5531616		-0.31177425		-0.7317581		-0.6172886		6.00E-10		1-aminocyclopropane-1- carboxylate oxidase / ACC oxidase / ethylene-forming enzyme (ACO) (EAT1)		At1g05010.1     		17		0		hormone metabolism.ethylene.synthesis-degradation				NONE		6.00E-13		1-aminocyclopropane-1-carboxylate oxidase [Phyllostachys edulis]		BAB32502.1      		7.00E-16		protein 1-aminocyclopropane-1-carboxylate oxidase 1 (ec 1.14.17.4) (accoxidase 1) (ethylene-form		Os09g27820		CUST_16273_PI404877155		2.1602407		1.1111921		2.1602407		up

		35_18516		0.13090849		0.00885725		-0.098335266		-0.58907557		-0.734097		-0.5110364		-0.54938793		-0.35966015		-0.27065897		0.23880959		0.098752975		0.09709406		-0.00885725		-0.2548709		-0.18598461		-0.062345028		-0.11982679		0.105615616		0.44037342		0.74291706		0.558342		0.7941103		0.68455315		0.72407246		0.69390774		0.7050886		0.631793		0.052550316		0.050872326		0.18468761		-1.182107		-1.1573157		-0.23535919		-1.8064523		-1.6913819		-1.8770266				CHR1V7|COORD:1009541..1010950| transferase family protein		AT1G03940.1		16		0		secondary metabolism.flavonoids.anthocyanins.anthocyanin 5-aromatic acyltransferase				 no descriptionmoderately similar to ( 213)AT1G03495| Symbols:  | transferase | chr1:873437-874833 FORWARDvery weakly similar to (60.5)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase PRK12678 PRK07003 Herpes_BLLF1 APC_basic PRK12323 PRK07764 TT_ORF1 DUF1777 PRK11634 				Cluster: Putative anthocyanin acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin acyltransferase - Oryza sativa (japonica cu		UniRef90_Q6K714				CHR02V5|COORD:35218265..35216183|protein anthocyanin 5-aromatic acyltransferase, putative, expressed		LOC_Os02g57480.1		CUST_64848_PI403524517		2.8583603		1.5151877		2.8583603		up

		35_29773		0.19480515		0.19853115		-0.021654129		-0.92524433		-0.7445755		-0.72486115		-0.6459484		-0.4066496		-0.13218975		1.01194		0.035654068		0.072455406		0.78930664		1.1792984		1.3395987		3.3367643		3.2933464		3.256629		-0.06486511		0.021655083		-0.036744118		0.24777794		0.3755989		0.3277731		0.5666561		0.33973122		0.044218063		-0.881135		-0.66363525		-0.56376076		-2.6711082		-2.6729174		-2.6756516		-2.3347464		-2.4387255		-2.3500948		6.00E-10		CHR3V7|COORD:8703380..8704052| similar to four F5 protein-related / 4F5 protein-related [Arabidopsis thaliana] (TAIR:AT4G13615.1); similar to Four F5 protein		AT3G24100.1		35.2		0		not assigned.unknown				 no description		1.00E-08		Cluster: Hypothetical protein P0040B10.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040B10.3 - Oryza sativa (japonica cultivar-gro		UniRef90_Q5TKD0		3.00E-10		CHR05V5|COORD:19750857..19755199|protein 4F5 protein family protein		LOC_Os05g33700.1		CUST_104476_PI403524517		4.344789		2.119286		4.344789		up

		Contig19380_at		-0.44159615		-0.4509002		-0.5113908		-0.5886065		4.2597113		0.60722303		-0.6319022		-0.49238038		-0.42505932		-0.46596777		-0.019547462		-0.5891483		4.6677995		-0.4805988		6.5308986		-0.32312977		0.048531532		-0.25584638		7.9570565		8.429844		8.008356		8.415745		8.407688		8.316269		8.229706		8.4081745		8.33003		3.467677		2.6327958		0.019547462		-0.554127		-0.5123652		-0.4626819		-0.36448514		-0.4543625		0.5288327				zinc finger (FYVE type) family protein		At3g43230.1     		27		0		RNA.regulation of transcription.unclassified				NONE				LAs17 Binding protein-like [Oryza sativa (japonica cultivar-group)]		BAC83843.1      				protein expressed protein		Os07g17130		CUST_6469_PI404877155		222.89589		7.800226		222.89589		up

		HVSMEk0005B11r2_at		0.01900816		0.0035672188		0.033526897		0.0822072		0.35791254		0.29509115		0.64803934		0.5126672		0.37962866		-1.469212		-1.5888882		-1.483252		-0.4995489		-0.18473577		-0.0026173592		1.1243758		1.2822108		1.1520152		-0.6455598		-0.18907166		-0.2859254		0.33173132		0.16110754		0.0026173592		0.3576703		0.47509146		0.56122446		-1.8188982		-1.7463322		-1.4971542		-1.4157081		-1.5883188		-0.46874332		-0.5829687		-0.9616847		-0.8745074		1.00E-04		heat shock protein 101 (HSP101)		At1g74310.1     		20		0		stress.abiotic.heat				heat shock protein 101		4.00E-11		heat shock protein 101 [Triticum aestivum]		AAD22629.1      		2.00E-11		protein Clp amino terminal domain, putative		Os05g44340		CUST_18516_PI404877155		2.4666927		1.302578		2.4666927		up
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		35_7512		-0.3652284		-0.24486375		-1.4275911		-0.0034627914		-0.524343		-1.4234666		-1.343323		-1.1732469		-1.3473282		-1.3016353		-0.16378641		-1.3029408		-1.1357621		-1.3010035		0.4086783		-1.3286203		-1.326151		-1.0065612		0.0034627914		0.29729176		-0.1191082		1.8707032		1.750668		0.9080703		0.759866		1.0990183		0.45607686		0.96428156		1.1941171		1.8217888		3.1911592		2.9539905		3.042719		2.6055455		3.8916817		2.5447235				CHR2V7|COORD:19296535..19298610| CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding		AT2G46950.1		26.1		0		misc.cytochrome P450				 no descriptionmoderately similar to ( 236)AT2G46950| Symbols: CYP709B2 | CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding | chr2:19296535-19298610 REVERSEmoderately similar to ( 212)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX 				Cluster: Cytochrome P450 family protein, expressed; n=4; Oryza sativa|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (japonica cultivar-group)		UniRef90_Q10KT4				CHR03V5|COORD:14538125..14540647|protein cytochrome P450 72A1, putative, expressed		LOC_Os03g25490.2		CUST_25918_PI403524517		-3.220102		-1.6871064		3.220102		down

		35_1841		0.26675606		-0.16561031		0.18306732		-0.14022732		-0.039669037		-0.31591225		0.27745438		-0.028288841		0.0771122		0.63116455		-0.15751553		-0.71865845		-0.6409693		-0.87062836		-0.8945713		-1.3347473		-1.2828856		-1.3412695		-0.5625925		-0.3694458		-0.915761		0.10176182		0.07805061		-0.16025162		0.10366821		0.028289795		-0.1989193		0.11217785		0.7949858		0.4659376		1.1426277		1.4073105		1.2657948		1.3473558		1.1574469		1.2035913				CHR1V7|COORD:2713062..2714315| thioredoxin family protein		AT1G08570.1		21.1		0		redox.thioredoxin				 no descriptionmoderately similar to ( 258)AT1G08570| Symbols:  | thioredoxin family protein | chr1:2713062-2714315 FORWARDvery weakly similar to (52.8)TRXF_SPIOLThioredoxin F-type, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin PDI_a_family PDI_a_ERdj5_C TRX_CDSP32 				Cluster: Putative thioredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z4N3				CHR07V5|COORD:29011559..29009796|protein thioredoxin-like 1, putative, expressed		LOC_Os07g48510.1		CUST_6631_PI403524517		-2.2960572		-1.1991587		2.2960572		down

		35_10104		-1.3893299		-1.406632		-1.616539		-1.111978		-1.212739		-0.9010277		-1.792809		-0.9879136		-0.63541365		0.709147		0.7092886		0.78114843		1.4437923		1.490284		1.2684579		1.3845158		1.4535398		1.4316306		-1.7319605		-1.1092477		-2.2785974		-1.3342619		-1.2090349		-1.4517899		-0.5644994		-0.44264317		-0.61745214		0.44264317		0.6260891		0.95392513		1.1637421		1.2082644		1.1800661		1.3589749		0.98275375		0.91009474				CHR1V7|COORD:23341133..23344013| KNAT7 (Knotted-like Arabidopsis thaliana); DNA binding / transcription factor		AT1G62990.1		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				 no descriptionmoderately similar to ( 318)AT1G62990| Symbols: IXR11, KNAT7 | KNAT7 (Knotted-like Arabidopsis thaliana); DNA binding / transcription factor | chr1:23341133-23344013 FORWARDmoderately similar to ( 315)HD1_BRANAHomeobox protein HD1 - Brassica napus (Rape)not assigned not assigned homeodomain HOX KNOX2 				Cluster: KNOX family class 2 homeodomain protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: KNOX family class 2 homeodomain protein - Oryza sativa (japon		UniRef90_Q94LW3				CHR03V5|COORD:1318397..1323640|protein homeobox protein HD1, putative, expressed		LOC_Os03g03164.2		CUST_31587_PI399408534		-4.512743		-2.1740046		4.512743		down

		35_15893		-0.010142326		0.28220463		0.092944145		0.23279667		0.05913067		0.13509846		-0.06115055		-0.05382347		0.010142326		0.36594486		0.17167282		0.4698		-0.0764246		-0.06844139		-0.34868717		-0.1602087		-0.12815857		-0.06686115		-0.7653761		-1.5956192		-1.1165609		-1.2855797		-1.4279051		-1.3443432		-1.309308		-1.3745279		-1.4444551		0.7079849		0.6009035		0.56705856		0.053182602		0.10345936		0.17444324		0.17316723		0.079276085		0.1304903				CHR2V7|COORD:10294097..10296530| cytosol aminopeptidase		AT2G24200.1		29.5		0		protein.degradation				 no descriptionhighly similar to ( 720)AT2G24200| Symbols:  | cytosol aminopeptidase | chr2:10294097-10296530 REVERSEhighly similar to ( 851)AMPL2_ORYSAnot assigned Peptidase_M17 PRK00913 PepB Peptidase_M17 PRK05015 Peptidase_M17_N 				Cluster: Leucine aminopeptidase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Leucine aminopeptidase 2, chloroplast precursor - Oryza sativa (Rice)		UniRef90_Q6K669				CHR02V5|COORD:33776827..33773391|protein leucine aminopeptidase 3, chloroplast precursor, putative, expressed		LOC_Os02g55140.1		CUST_55838_PI403524517		-2.9974544		-1.5837379		2.9974544		down

		35_31778		0.20884609		0.11182594		0.23197937		-0.03663063		-0.16329098		-0.3330269		0.25506783		0.16975689		-0.0057907104		0.5110674		0.42589378		0.16626167		-0.076128006		0.005789757		-0.10181522		-0.5720787		-0.53797245		-0.5382309		-0.4834757		-0.28050327		-0.32123947		-0.19760323		-0.22643661		-0.41402817		-0.21573544		-0.35138226		-0.39948082		0.47383404		0.5699587		0.57583714		0.40371323		0.78975964		0.6718836		1.0576239		0.90433216		1.0480852		5.00E-39		CHR2V7|COORD:7251799..7252549| ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding		AT2G16700.1		31.1		0		cell.organisation				 no descriptionweakly similar to ( 157)AT2G16700| Symbols: ADF5 | ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding | chr2:7251799-7252549 FORWARDweakly similar to ( 144)ADF_VITVIActin-depolymerizing factor - Vitis vinifera (Grape)not assigned ADF ADF Cofilin_ADF 				Rep: Actin-depolymerizing factor 5 - Oryza sativa (Rice)		UniRef90_Q10P87				CHR03V5|COORD:7546827..7544375|protein actin-depolymerizing factor 5, putative, expressed		LOC_Os03g13950.1		CUST_111935_PI403524517		-2.0601766		-1.042768		2.0601766		down

		35_20454		-0.08038378		-0.24944067		0.18415737		-0.6710448		-0.48792648		-1.1176691		3.6266003		-0.8729625		-0.45409107		0.009830475		0.75500727		0.06268597		-0.47214222		-0.009830952		-0.6304693		1.1802974		1.2568779		1.3580818		2.6802588		-0.6881614		-1.2829628		-0.50902224		-0.7849555		-0.8708124		-0.27139902		-1.0605731		-1.0283632		0.74113894		1.6311574		0.14081383		0.645391		0.69683266		0.71376324		0.70610905		1.0163398		1.0765257		1.00E-08		CHR3|COORD:1640407..1643127| protein phosphatase 2C, putative / PP2C, putative, similar to protein phosphatase-2C GB:AAC36699 from (Mesembryanthemum		AT3G05640.2		29.4		0		protein.postranslational modification				 no descriptionvery weakly similar to (57.0)AT3G05640| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:1640616-1642233 REVERSEnot assigned PRK12323 PRK07764 		7.00E-18		Cluster: Hypothetical protein OSJNBa0009L15.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.3 - Oryza sativa (japonica cu		UniRef90_Q6L482		3.00E-19		CHR05V5|COORD:16940950..16936183|protein catalytic/ protein phosphatase type 2C, putative, expressed		LOC_Os05g29030.2		CUST_71393_PI403524517		-2.3663666		-1.2426736		2.3663666		down

		35_19741		-0.4761026		-0.7660084		1.3098416		-0.7164836		0.67330456		-0.019331455		1.3646984		-0.01436615		0.43349743		1.604806		-0.4485402		-0.5148382		-0.022681713		-0.41369343		-0.8151214		0.82684517		0.6275611		1.0290437		2.054216		-0.90567756		-2.3301241		-0.04874897		-0.7591393		-0.7366538		-0.14844656		0.01436615		-0.47392964		-0.08079815		3.886777		1.000112		2.934206		3.050686		2.6056309		2.6511188		2.805324		2.8906107				0		0		35.2		0		not assigned.unknown				 no description		3.00E-07		Cluster: Hypothetical protein 134P10.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein 134P10.8 - Oryza sativa (japonica cultivar-group)		UniRef90_Q84ZY6		1.00E-09		CHR06V5|COORD:1779473..1780051|protein expressed protein		LOC_Os06g04220.1		CUST_68996_PI403524517		-6.899171		-2.786423		6.899171		down

		35_27843		-0.46414948		-0.484581		-0.15164328		-0.6643133		-0.5197439		-0.8006301		0.21080923		-1.066328		-0.8130498		0.37323904		0.8037777		0.66680527		-0.15321922		-0.049229622		-0.1751647		0.28254557		0.24922132		0.47001886		0.055832386		-0.516407		0.0492301		-0.40303326		-0.35149813		-0.6779208		-0.27192116		-0.4015355		-0.64130163		3.1300535		3.4011726		3.190216		3.3610792		3.4640121		3.3958073		3.454049		3.2091637		3.3720884		3.00E-32		CHR3V7|COORD:20764882..20767326| protein kinase family protein		AT3G55950.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionweakly similar to ( 128)AT3G55950| Symbols:  | protein kinase family protein | chr3:20764882-20767326 REVERSEvery weakly similar to (97.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc Pkinase_Tyr TyrKc PTKc_Ror SPS1 PTKc_Jak_rpt2 PTKc_Trk PTKc_Csk_like PTKc_Itk PTKc_Srm_Brk PTKc_Tec_like PTKc_Tec_Rlk PTKc_DDR PTKc_EphR_B PTKc_EphR PTKc_Src_like PTKc_Fes_like PTKc_EphR_A2 PTKc_TrkC PTKc_EphR_A PTKc_TrkB PTKc_FGFR PTKc_DDR1 		8.00E-41		Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap		UniRef90_Q2QQC1		4.00E-42		CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein		LOC_Os12g31560.1		CUST_7381_PI399408534		-12.833117		-3.6817997		12.833117		down

		35_18350		-0.8451052		-0.22101021		-0.38726807		-0.1455183		0.29709625		-0.25887012		0.17615223		0.16952896		-0.04820347		-0.058031082		-0.06879234		-0.45827103		-0.44477463		-0.13409996		-0.1367054		1.6284294		1.6339312		1.6317263		1.670021		-0.18095493		1.647151		-0.5951643		0.46754837		-0.66302204		-0.11404228		-0.24738312		-0.077246666		1.1900196		2.2540998		0.04820347		1.4051542		1.8596363		1.5135889		1.9647284		1.4828196		1.6287565		4.00E-06		CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza		AT2G40070.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 		4.00E-15		Cluster: Hypothetical protein OSJNBa0001O14.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.8 - Oryza sativa (japonica cu		UniRef90_Q9AV28		2.00E-16		CHR10V5|COORD:21031372..21030333|protein expressed protein		LOC_Os10g39920.1		CUST_64274_PI403524517		-2.4134922		-1.2711222		2.4134922		down

		35_38144		-0.34241676		-0.3178997		-0.26988792		0.062351227		-0.017765045		-0.023176193		0.06327438		0.033579826		0.27305603		-0.10203457		0.065176964		-0.40603256		-0.4479847		-0.32260036		-0.51447964		-0.513113		-0.12545776		-0.23508549		-0.984601		-0.1354847		-0.55112934		0.17134953		-0.09165096		0.017765045		-0.03522587		0.06946087		0.096063614		2.0059757		2.0564518		2.1406937		2.3711224		2.3327475		2.345646		2.2761402		2.3429356		2.3730097						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_136015_PI403524517		-5.3139973		-2.4097974		5.3139973		down

		35_24307		0.0751276		0.082722664		0.038549423		0.0014219284		-0.047772408		0.16241455		0.0940752		0.17836666		0.14697266		0.134305		-0.052746773		-0.15438461		0.17126751		0.07036018		-0.14970875		-0.070072174		-0.0125312805		-0.08660412		-2.4401236		-1.4510727		-1.7788477		-1.4682236		-1.685709		-2.823502		-1.46101		-1.5882797		-1.4383545		0.07865143		0.11880016		0.044330597		0.18265915		0.13820171		0.44494724		0.17631054		-0.12516117		-0.0014219284				CHR5V7|COORD:6998948..7001598| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64020.1); similar to Os11g0241900 [Oryza sativa (japonica		AT5G20680.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 413)AT5G20680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64020.1); similar to Os11g0241900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067587.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA92327.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:6999223-7001598 FORWARDDUF231 				Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q2R860				CHR11V5|COORD:7583825..7579878|protein expressed protein		LOC_Os11g13800.3		CUST_84829_PI403524517		-3.7587981		-1.9102714		3.7587981		down

		35_21218		-0.07332039		-0.3152218		-0.2569723		-1.133112		-1.0587521		-0.8870411		-1.6992912		-1.3073282		-1.4844246		0.5781994		0.3859272		0.14621162		0.32434082		0.245368		0.36784172		0.13299179		0.2438631		0.16668892		-0.8661766		-0.34620953		-0.4873867		-0.8500166		-1.0382719		-1.3615971		-1.3310833		-1.5732698		-1.8331976		0.33731747		0.36708546		0.24506664		0.13104057		0.27235317		0.32813644		0.13859272		0.10560417		0.07332039		2.00E-28		CHR5V7|COORD:6814095..6815173| similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)]		AT5G20190.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 113)AT5G20190| Symbols:  | similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058025.1); similar to Tetratricopeptide-like helical [Medicago truncatula] (GB:ABE92034.1); contains InterPro domain Tetratricopeptide region; (InterPro:IPR013026) | chr5:6814095-6815173 FORWARDnot assigned 				Rep: OSIGBa0157K09-H0214G12.11 protein - Oryza sativa (Rice)		UniRef90_Q01HE6				CHR04V5|COORD:25331507..25329282|protein TPR domain protein, putative, expressed		LOC_Os04g43160.1		CUST_73981_PI403524517		-2.4595835		-1.298414		2.4595835		down

		Contig11646_at		-0.7375283		-0.4937501		-0.6744442		-0.47211504		-0.72647905		-0.5848222		0.026312828		-0.105864525		-0.14771843		0.59094334		0.45991135		0.25545502		0.11397076		0.0011720657		0.444232		-0.10223818		-0.0011720657		0.11375332		-0.9109049		-0.8961592		-0.9641743		-0.35166693		-0.35842657		-0.6389065		0.06310654		-0.14290047		-0.1166687		1.7365341		1.9275169		1.8900375		2.1106215		1.3681126		2.1568718		1.846775		2.251196		2.1468372				serine racemase, putative		At4g11640.1     		13		0		amino acid metabolism.synthesis.branched chain group.isoleucine specific				serine racemase, putative				OSJNBb0012E24.7 [Oryza sativa (japonica cultivar-group)] ref|XP_473457.1| OSJNBb0012E24.7 [Oryza sativa (japonica cultivar-group)]		CAE01865.2      				protein Pyridoxal-phosphate dependent enzyme		Os04g46930		CUST_1478_PI404877155		-5.3398547		-2.4168005		5.3398547		down

		Contig15729_at		0.09789181		-1.9067593		0.08648491		-0.6876955		-0.17622471		-0.56805325		-0.097602844		-0.040412903		-0.09322548		0.040413857		0.21842003		-3.8186002		0.72454834		-0.4199648		-0.5283756		1.5310755		1.5307989		1.4225597		0.597373		-0.25422573		-1.9968896		-2.274619		-1.2884274		-2.2888675		-0.7777891		-2.0553274		-1.7933326		0.63933754		3.5480442		1.2829924		4.3662596		4.21714		4.5452614		4.758175		4.2625475		4.282632		1.00E-40		myb family transcription factor		At2g38090.1     		27		0		RNA.regulation of transcription.MYB domain transcription factor family				putative I-box binding factor				putative I-box binding factor [Oryza sativa (japonica cultivar-group)]		NP_915611.1     				protein Myb-like DNA-binding domain, putative		Os05g37060		CUST_4614_PI404877155		-29.706808		-4.8927217		29.706808		down

		35_27576		0.31173134		-1.8437183		0.20431852		-0.78749037		-1.70365		-1.247184		-1.1072993		-0.94154		-0.40298033		0.87031794		0.33042812		-0.26227522		0.45221996		0.16544914		-0.12285328		0.6093354		0.0556221		0.2942772		-0.064207554		-1.1016965		-0.80775666		-0.23755741		-1.2989774		-0.9925289		0.20344543		-0.23829174		-0.25235844		-0.0556221		1.2029057		0.5577736		1.2931314		1.2796216		1.3594041		1.5665112		1.2781858		1.3347058		3.00E-37		CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionweakly similar to ( 150)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEweakly similar to ( 177)GSTH1_ORYSAnot assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_Theta GST_N_4 GST_N_Ure2p_like GST_C_family GST_N_family GST_N GST_N_Zeta GST_C GST_N_2 				Cluster: Putative glutathione-S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione-S-transferase - Oryza sativa (japonica		UniRef90_Q65XF1				CHR05V5|COORD:2774453..2775564|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os05g05620.1		CUST_96549_PI403524517		-3.080041		-1.6229495		3.080041		down

		35_32217		0.09707832		0.0030083656		-0.024208069		-0.39482212		-0.07852793		-0.17146587		0.4362526		-0.42643976		-0.056271553		0.4486003		-0.31341648		-0.055683613		-0.02035141		-0.0030083656		0.28168774		-0.22344255		0.0536294		-0.3148985		-0.4100585		-0.065490246		-0.15367413		0.19583702		-0.47291422		-0.7988949		0.29238987		-0.08912325		0.012173653		0.7112818		1.361155		1.3405643		1.607346		1.8240075		1.2958221		1.7384024		1.6059623		1.4018922		4.00E-06		CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding		AT5G54650.1		35.2		0		not assigned.unknown				 no description		6.00E-14		Cluster: Os07g0420700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0420700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D6X9		2.00E-15		CHR07V5|COORD:13486581..13499331|protein alpha-glucosidase 2, putative, expressed		LOC_Os07g23880.1		CUST_113498_PI403524517		-3.0258787		-1.5973542		3.0258787		down

		35_15807		-0.21838474		-0.49735737		-0.44417048		0.012746811		-0.071769714		0.068297386		-0.012747765		-0.12735462		-0.044952393		0.31583595		0.22415638		0.19055843		-0.83177996		-0.5480404		-0.83462477		-0.890429		-0.62142515		-0.77512264		-0.9041891		-0.45276117		-0.73792887		0.113098145		-0.102202415		0.10599041		0.050248146		0.20731544		-0.05486965		2.6145344		2.6882849		2.6715727		2.6624851		2.638753		2.4701319		2.434966		2.4968395		2.4379492				CHR2V7|COORD:13812900..13814519| dienelactone hydrolase family protein		AT2G32520.1		26.1		0		misc.misc2				 no descriptionmoderately similar to ( 391)AT2G32520| Symbols:  | dienelactone hydrolase family protein | chr2:13812900-13814519 REVERSEnot assigned DLH COG0412 				Cluster: Carboxymethylenebutenolidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carboxymethylenebutenolidase-like protein - Oryza sativa		UniRef90_Q8LQS5				CHR01V5|COORD:19462649..19466742|protein protein usf, putative, expressed		LOC_Os01g34700.1		CUST_55526_PI403524517		-6.8005257		-2.7656462		6.8005257		down

		35_10587		-0.28904963		-1.5108085		-0.68977547		-0.6285672		-0.62464		-0.7603674		0.25347328		-0.17337894		-0.2628703		-0.33585405		-0.7829118		-0.9706836		-0.4207487		-0.36115074		-0.10535574		-0.31486845		-0.33705282		-0.32864904		0.10535574		0.21759701		-0.26731682		0.9302106		1.0669994		1.0073566		1.29599		1.309659		1.2718525		0.46780443		1.5016727		1.3061466		3.1283693		3.317213		2.6881714		3.0514078		2.6340742		2.657731		7.00E-39		CHR1V7|COORD:11188274..11192298| PAZ domain-containing protein / piwi domain-containing protein		AT1G31290.1		27		0		RNA.regulation of transcription.Argonaute				 no descriptionweakly similar to ( 157)AT1G31290| Symbols:  | PAZ domain-containing protein / piwi domain-containing protein | chr1:11188274-11192298 FORWARDnot assigned PAZ_argonaute_like PAZ DUF1785 				Rep: H0525G02.4 protein - Oryza sativa (Rice)		UniRef90_Q00RR6				CHR04V5|COORD:31020119..31024367|protein eukaryotic translation initiation factor 2C 2, putative, expressed		LOC_Os04g52540.1		CUST_20190_PI399408534		-2.8978593		-1.5349876		2.8978593		down

		35_18349		-0.8543396		-0.4632311		-0.6507292		-0.2873354		0.24205208		-0.37901115		0.09753609		0.020339966		-0.020339012		-0.21591473		-0.23240852		-0.6507292		-0.5798168		-0.19853306		-0.24264812		1.474062		1.4173746		1.4572735		1.5904732		-0.32962227		1.4579344		-0.81866837		0.38679028		-0.6085768		-0.12948799		-0.32161427		-0.19356155		1.0390787		2.1785326		0.038763046		1.393074		1.7938557		1.506794		1.8972397		1.6508865		1.7952347		1.00E-05		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned PRK12323 		2.00E-17		Cluster: Hypothetical protein OSJNBa0001O14.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.8 - Oryza sativa (japonica cu		UniRef90_Q9AV28		1.00E-18		CHR10V5|COORD:21031372..21030333|protein expressed protein		LOC_Os10g39920.1		CUST_64270_PI403524517		-2.5707676		-1.3621992		2.5707676		down

		35_811		-0.28196192		-0.21031666		-0.29729652		0.86650085		0.97455025		0.960413		1.5662766		1.1210184		0.8342962		-1.5152416		-0.97828627		-0.20189571		1.1092834		1.3337088		0.20189619		0.84655476		0.85258675		0.92969704		-1.2834892		-1.4037361		-1.1977515		-0.7547622		-0.8114238		-1.3098435		-0.5437794		-0.743773		-1.0107384		-1.0715437		-1.1620998		-0.6913209		0.3814559		0.542923		0.35618496		1.1248226		0.67910767		0.73439026				CHR1V7|COORD:25497081..25499383| HPR (Hydroxypyruvate reductase); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD		AT1G68010.1		13		0		amino acid metabolism.degradation.serine-glycine-cysteine group.glycine				 no descriptionhighly similar to ( 653)AT1G68010| Symbols: HPR | HPR (Hydroxypyruvate reductase); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD or NADP as acceptor | chr1:25497081-25499383 FORWARDhighly similar to ( 650)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned not assigned 2-Hacid_dh LdhA SerA 2-Hacid_dh_C PRK11790 PRK08410 PRK06487 PRK06932 PRK08605 PRK12480 PRK00257 PRK07574 PRK06436 				Cluster: Putative hydroxypyruvate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxypyruvate reductase - Oryza sativa (japonica cultiv		UniRef90_Q6YU90				CHR02V5|COORD:82952..78483|protein hydroxypyruvate reductase, putative, expressed		LOC_Os02g01150.2		CUST_2973_PI403524517		-2.1523504		-1.105913		2.1523504		down

		Contig6005_x_at		-3.2156372		-3.5176811		-3.0726075		-2.9283576		-2.8553624		-3.2536178		-1.993681		-2.354752		-3.3722591		-3.5808659		-3.1124177		-4.2221556		-2.4279156		-3.7088575		-0.29283524		-3.3889418		-3.9784765		-3.1218686		1.5557461		0.29283524		1.3124981		0.5661478		1.575778		0.55271244		1.3289185		0.8891134		1.2457952		1.9105453		1.8037224		1.5274963		2.2449675		2.1548471		2.28856		2.28856		2.165513		2.1121168				expressed protein		At1g21680.1     		13		0		amino acid metabolism.aspartate family.misc.homoserine.synthesis				homoserine dehydrogenase				hypothetical protein [Oryza sativa (japonica cultivar-group)]		AAP03369.1      				protein hypothetical protein		Os12g24330		CUST_12274_PI404877155		-2.0274165		-1.0196425		2.0274165		down

		35_46055		-0.33961344		-0.29937458		-0.09146023		-0.03916645		0.20901728		0.29261208		-0.8415494		0.018128395		0.6801362		0.046651363		-0.018127918		-0.03955841		0.1755476		0.36354923		0.36832666		-0.5532837		-0.6463909		-0.17690516		-0.75317335		-0.049147606		-0.4693861		-0.38226604		-0.878531		0.3815012		-0.3725133		-0.0458889		-0.08689737		0.320611		0.53522015		0.61471987		0.7865572		1.0304437		0.8869276		0.8824878		0.999928		0.97801065						0		35.2		0		not assigned.unknown				 no description		2.00E-06		Rep: Blz-1 protein - Hordeum vulgare (Barley)		UniRef90_P93667				0		0		CUST_165260_PI403524517		-2.1093535		-1.076801		2.1093535		down

		35_16305		-1.1979108		-1.1613512		-1.1754317		-0.68247986		-0.7811799		-0.8505745		-1.1451354		-0.7627554		-0.14166212		1.0905981		0.1226511		0.29141283		0.41998863		0.6343765		0.030605316		0.104752064		0.4149537		0.5055251		-1.1191759		-1.627815		-1.6298366		-0.55684423		-0.5809126		-1.1527243		-0.08488178		-0.12813759		-0.030605316		1.3219762		1.2215691		0.9298916		1.66113		1.5553689		1.8668671		0.8546696		0.6857095		0.52257776				CHR2V7|COORD:11609030..11614092| AAO3 (ABSCISIC ALDEHYDE OXIDASE 3)		AT2G27150.1		17		0		hormone metabolism.abscisic acid.synthesis-degradation				 no descriptionmoderately similar to ( 464)AT1G04580| Symbols: ATAO-4, ATAO2, AAO4 | AAO4 (ALDEHYDE OXIDASE 4); aldehyde oxidase | chr1:1252211-1257509 REVERSEhighly similar to ( 638)ALDO2_ORYSAnot assigned not assigned Ald_Xan_dh_C2 XdhB CoxL PRK09970 PRK09800 PRK12323 				Rep: Aldehyde oxidase-2 - Zea mays (Maize)		UniRef90_O23888				CHR03V5|COORD:32825391..32818299|protein aldehyde oxidase 1, putative, expressed		LOC_Os03g57690.1		CUST_6933_PI399408534		-3.8580036		-1.9478545		3.8580036		down

		35_27283		-0.5010042		-0.48902512		-0.2275219		-0.972527		-0.9885459		-1.0615497		-1.3228316		-1.3525901		-1.2368689		0.869174		0.8113136		0.8745985		0.75715256		0.68955326		0.6539583		0.5814228		0.6105499		0.583807		-0.89888144		-0.27404404		-0.70838785		-0.8061123		-0.9607825		-1.3853574		-1.2562666		-1.1617179		-1.0966878		0.4402256		0.53690434		0.5127239		0.2993574		0.49485016		0.51697826		0.32884598		0.2581072		0.22752094		1.00E-30		CHR1V7|COORD:12660609..12663531| monosaccharide transporter, putative		AT1G34580.1		34.2		0		transporter.sugars				 no descriptionvery weakly similar to (90.9)AT1G11260| Symbols: STP1 | STP1 (SUGAR TRANSPORTER 1); carbohydrate transporter/ sugar porter | chr1:3777460-3780133 FORWARDvery weakly similar to (90.1)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned Sugar_tr xylE 		1.40E-45		Rep: H0505F09.2 protein - Oryza sativa (Rice)		UniRef90_Q01JT9				CHR04V5|COORD:22375035..22376766|protein sugar transport protein 5, putative		LOC_Os04g37970.1		CUST_95462_PI403524517		-2.5518224		-1.3515279		2.5518224		down

		35_34313		-0.105130196		0.13476944		0.120373726		-0.25808334		-0.18061686		-0.011402607		0.6759372		-0.18714046		0.0073714256		-0.10946655		-0.48026848		-0.08060789		0.021762848		-0.7337961		-0.38667774		-0.9625535		-0.43267155		-0.3010311		-0.44345713		-0.0073714256		-0.52741814		-0.05581093		-0.28199768		1.7619867		0.618443		0.7474966		0.44848728		0.3809166		1.5516219		1.6835861		1.3564744		2.2864437		1.3053331		1.5999408		1.9457293		1.8193469		2.00E-15		CHR1V7|COORD:25280957..25282192| kelch repeat-containing F-box family protein		AT1G67480.1		29		0		protein.degradation.ubiquitin.E3.SCF.FBOX				 no descriptionvery weakly similar to (77.4)AT1G67480| Symbols:  | kelch repeat-containing F-box family protein | chr1:25280957-25282192 FORWARD		1.00E-19		Cluster: Kelch repeat-containing F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box protein-like - Oryza sativa		UniRef90_Q6K649		3.00E-21		CHR02V5|COORD:17955834..17952627|protein SKIP4, putative, expressed		LOC_Os02g30210.2		CUST_121496_PI403524517		-2.4564233		-1.2965592		2.4564233		down

		HV_CEb0008E13r2_at		-0.24840546		-0.6049118		-0.49329233		-0.528615		-0.32981825		-1.0665383		-0.19612885		-0.59140015		-0.49070454		0.034291267		0.09619284		0.5837164		-0.24425745		0.02683878		-0.2408371		0.8860364		1.0125952		0.9660468		-0.026838303		-0.3928795		0.18448925		-0.4976287		-0.39243937		-1.076005		0.2443819		-0.8494849		-0.17054653		0.62175894		1.3734035		0.32423878		0.7689862		1.4109087		1.1688399		1.2259831		1.6856675		0.60775375		9.00E-29		inositol 1,3,4-trisphosphate 5/6-kinase		At5g16760.1     		30.4		0		signalling.phosphinositides				Encodes a inositol 1,3,4-trisphosphate 5/6-kinase.		3.00E-27		inositol phosphate kinase [Zea mays]		AAO17299.1      				protein Inositol 1, 3, 4-trisphosphate 5/6-kinase		Os02g26720		CUST_17597_PI404877155		-2.5519679		-1.3516102		2.5519679		down

		35_7891		-0.10834575		-0.6859071		1.7990444		-1.0611966		-0.6813166		-0.69518685		-0.61723924		1.2853873		-0.26493764		0.28803468		-1.238116		2.487367		-0.24337626		-0.4548266		0.6794441		-1.9505522		-1.4146607		-1.1798573		0.031016111		-0.33591223		-0.6071718		0.41397262		-0.38147068		-0.031016111		0.6493676		0.62468934		-0.5340791		0.9172056		1.6144321		1.5439737		2.167856		2.1438105		1.9819634		2.0361488		1.8421447		1.6493709		1.00E-35		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionweakly similar to ( 123)AT3G63530| Symbols: BB2, BB | BB (BIG BROTHER); protein binding / zinc ion binding | chr3:23467382-23468762 REVERSEnot assigned COG5540 RING RING 				Cluster: Hypothetical protein OSJNBa0047P18.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047P18.30 - Oryza sativa (japonica		UniRef90_Q651M5				CHR09V5|COORD:20531756..20528087|protein protein binding protein, putative, expressed		LOC_Os09g35690.1		CUST_27249_PI403524517		-3.4468513		-1.785279		3.4468513		down

		35_18932		-2.2752085		-1.9161892		-2.2697043		-1.8360176		-1.8143678		-1.7364259		-1.0661545		-1.1267433		-1.203649		-0.26314783		0.24441814		0.23674202		0.53098536		0.48519754		0.4043622		1.3789406		1.4851112		1.445385		-1.8025475		-1.6403913		-1.6560993		-1.355073		-0.6650982		-1.3323002		-0.34199524		-0.2367425		0.28844213		0.71429634		0.87851524		0.74370813		1.1935968		1.3864851		1.3299017		1.4596567		1.3083982		1.102788		1.00E-36		CHR5V7|COORD:4272387..4274464| RAP2.6L (related to AP2 6L); DNA binding / transcription factor		AT5G13330.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionweakly similar to ( 118)AT5G13330| Symbols: RAP2.6L | RAP2.6L (related to AP2 6L); DNA binding / transcription factor | chr5:4272387-4274464 FORWARDvery weakly similar to (83.2)ERF1_ORYSAnot assigned not assigned AP2 AP2 AP2 Tymo_45kd_70kd KAR9 HPC2 				Cluster: OSJNBa0039C07.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039C07.10 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XLG6				CHR04V5|COORD:19464267..19467843|protein DNA binding protein, putative, expressed		LOC_Os04g32620.1		CUST_30696_PI399408534		-4.273628		-2.0954614		4.273628		down

		35_2390		-0.18025589		-0.028980255		-0.17162323		0.46723366		0.70233727		0.5541315		0.4809265		0.42666054		0.6918888		-0.46689987		-0.40866184		-0.4558897		0.3221445		0.47016048		-0.06436539		-0.021980286		0.09652233		0.021980286		-1.8165388		-1.2749138		-1.7430792		-0.7965374		-0.8696375		-0.73781776		-0.8467293		-0.89205265		-0.8676796		-0.028652191		0.11695194		0.47747135		1.3128548		1.3546305		1.302702		1.3209229		1.3780146		1.3587065				0		0		35.2		0		not assigned.unknown				 no description		9.00E-15		Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JQP7		4.00E-16		CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed		LOC_Os01g05500.2		CUST_8547_PI403524517		-4.1374216		-2.048732		4.1374216		down

		HVSMEb0006O18r2_s_at		0.16197395		-0.53796005		0.10337734		-0.16048622		-0.27931023		-0.36935806		0.5184574		0.32327366		0.16775608		0.23410416		-0.10337639		-0.7546463		-0.53820133		-0.53775024		-0.6176214		0.24797344		0.31892776		0.26400185		-0.5414753		-0.5864315		-0.918272		-0.5211153		-0.4701395		-0.4892521		-0.21063995		-0.3542099		-0.31613064		0.5159826		2.2400608		1.9257975		1.7161226		2.5434427		1.6911631		1.9952917		1.5828896		1.631957				0		0		20		0		stress.abiotic.heat				DnaJ protein homolog				0		0		6.00E-08		protein DnaJ domain, putative		Os08g43490		CUST_18017_PI404877155		-4.756965		-2.2500415		4.756965		down

		35_45160		-0.89550877		-0.014444828		-0.33430147		-0.5326872		-0.67452765		-0.740031		-1.168292		-0.912189		0.26205134		0.31283188		0.49154425		0.35314322		0.35841823		-0.3520193		0.14155245		-0.5397382		-0.27039433		-0.11648059		-0.32497454		-0.67187333		-0.25736904		-0.8873124		-1.1118443		0.01444459		-0.3720131		0.3021946		0.57834435		1.102406		1.3302126		1.8400607		2.405799		2.4117103		2.197442		1.98951		3.0227013		2.5330215						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_161898_PI403524517		-5.263121		-2.3959186		5.263121		down

		35_28386		0.48395586		-0.045865536		-0.8395245		-0.44273567		-0.30317903		-0.66625786		-1.2757373		-1.2573054		0.31065512		0.47148895		0.173985		0.3377409		0.44565487		0.045865536		-0.42368865		0.63950825		-0.22080517		-0.12039709		-2.057248		-1.644393		1.0574584		-1.2397094		-3.1142364		-1.6045263		-0.8766067		-0.40208697		-0.14407969		0.38199043		0.66996574		0.8983393		1.1575379		1.0759807		0.88770866		0.87648964		0.5912585		0.42170715		1.00E-28		CHR5V7|COORD:14970012..14970980| UBQ9 (ubiquitin 9)		AT5G37640.1		29		0		protein.degradation.ubiquitin.ubiquitin				 no descriptionweakly similar to ( 123)AT5G37640| Symbols: UBQ9 | UBQ9 (ubiquitin 9) | chr5:14970012-14970980 REVERSEvery weakly similar to (58.9)UBIQ_CHLREUbiquitin - Chlamydomonas reinhardtiinot assigned not assigned ubiquitin UBQ Ubiquitin UBL Nedd8 				Rep: Putative polyubiquitin - Oryza sativa (Rice)		UniRef90_Q8W5Q6				CHR10V5|COORD:17393077..17395613|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed		LOC_Os10g33620.1		CUST_99439_PI403524517		-3.6996238		-1.8873786		3.6996238		down

		35_23690		-1.0480862		-1.9723616		-1.163794		-2.0986652		-2.3704314		-2.3144765		-2.0562015		-2.0389447		-2.084447		0.90557194		0.8178787		0.63206005		0.40547466		0.22090149		0.48454523		0.73577356		0.65792465		0.9024868		-0.9835582		-0.27076244		-0.91139317		-0.35383415		-0.83457994		-0.88543177		-0.22090197		-0.41205502		-0.46701765		0.71164036		1.2867298		0.86947346		1.2765789		1.1612682		1.3163071		1.1332779		0.950511		0.9994278		2.00E-25		CHR1V7|COORD:19672884..19673989| 2-oxoglutarate-dependent dioxygenase, putative		AT1G52820.1		17		0		hormone metabolism.gibberelin.synthesis-degradation.GA20 oxidase				 no descriptionweakly similar to ( 112)AT1G52820| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:19672884-19673989 FORWARDvery weakly similar to (66.6)GAOX1_ORYSAnot assigned PcbC 2OG-FeII_Oxy 		9.00E-24		Cluster: Putative oxidoreductase; 38288-39393; n=1; Arabidopsis thaliana|Rep: Putative oxidoreductase; 38288-39393 - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_Q9C936		1.40E-45		CHR05V5|COORD:28625318..28622112|protein oxidoreductase, putative, expressed		LOC_Os05g50090.1		CUST_1964_PI399408534		-3.1857624		-1.6716387		3.1857624		down

		35_4840		0.25119877		-0.20114183		-0.02197218		-0.20193958		-0.49239874		-0.5261755		-0.13620567		-0.3417697		0.021971703		0.51745653		0.532238		-0.30115366		0.061016083		0.44134045		-0.35588884		2.2411232		2.141158		2.377602		-0.63267994		-0.684432		-0.77264714		-0.3658266		-0.81055045		-0.60217714		-0.37065983		-0.31557512		-0.32172346		0.54654074		3.0622091		0.55971384		1.6185985		2.135882		1.5798264		1.3555245		1.2061076		1.2213626				CHR1V7|COORD:27944853..27946564| choline kinase, putative		AT1G74320.1		11		0		lipid metabolism.Phospholipid synthesis.choline kinase				 no descriptionmoderately similar to ( 347)AT1G74320| Symbols:  | choline kinase, putative | chr1:27944853-27946564 FORWARDnot assigned not assigned not assigned not assigned not assigned Choline_kinase ycfN APH PRK07764 PRK12323 				Rep: Choline kinase - Oryza sativa (indica cultivar-group)		UniRef90_Q1KL28				CHR01V5|COORD:30173672..30169490|protein choline/ethanolamine kinase, putative, expressed		LOC_Os01g51920.1		CUST_16764_PI403524517		-4.0502305		-2.018004		4.0502305		down

		35_6253		0.22002602		-0.27808762		-0.09241009		-0.27808762		-0.07394123		-0.11140251		-0.48903847		-0.43936157		-0.5593338		0.13407898		0.22218227		0.056944847		0.5854635		0.52679443		0.64730644		0.060378075		-0.02366066		0.023661613		-0.96899796		-0.23507881		-0.79896545		-0.3903942		-0.58764553		-0.56683445		-0.78273964		-0.8027077		-0.97468567		0.23049259		0.25079823		0.3818798		1.0048723		1.2561111		1.0235701		1.2717476		1.2982254		1.3268967		3.00E-07		CHR1V7|COORD:1973991..1974272| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26790.1); similar to hypothetical protein MtrDRAFT_AC157648g13v1		AT1G06475.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned 		2.00E-16		Cluster: Hypothetical protein P0003E08.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003E08.32 - Oryza sativa (japonica cultivar-g		UniRef90_Q5SN49		2.00E-33		CHR05V5|COORD:28050757..28050069|protein expressed protein		LOC_Os05g49080.1		CUST_21547_PI403524517		-2.9742296		-1.572516		2.9742296		down

		35_946		-0.9917903		-0.39944863		-1.5316916		-1.790163		-2.3857718		-2.731166		-2.7881472		-0.6564195		-2.7892613		-1.1112039		0.1529684		2.1561365		-0.3009212		-0.96678257		-2.5399613		1.3948793		1.4344993		1.4683466		2.6578946		-1.735811		2.6381378		-2.5101852		-0.07560825		-0.9593954		0.07560825		-2.177227		1.58779		1.9992185		1.644464		1.549675		1.9712472		1.6202044		1.8982577		2.5238414		1.9385185		1.8622179		5.00E-09		CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionvery weakly similar to (57.4)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEvery weakly similar to (98.6)GSTF1_WHEATGlutathione S-transferase 1 - Triticum aestivum (Wheat)GST_C_Phi 		3.00E-19		Rep: Glutathione S-transferase 2 - Triticum aestivum (Wheat)		UniRef90_P30111		2.00E-13		CHR01V5|COORD:15544818..15543679|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os01g27260.1		CUST_3467_PI403524517		-3.8508053		-1.9451602		3.8508053		down

		35_9810		-0.82097054		-1.1931896		-0.649673		-1.6028166		-1.8068271		-2.0023904		-0.63718843		-1.161881		-1.5032654		0.59022474		0.33973598		0.3635273		0.56136084		0.13841629		0.50454426		1.4511786		1.5232849		1.5170698		-1.243104		-0.13841581		-0.79369116		-0.95129156		-1.9782534		-1.9779339		-0.67344236		-0.74770164		-0.22577906		0.6053729		0.87097263		0.9957018		1.7407646		1.7349052		1.5494385		1.7010889		1.8531103		1.7527733		2.00E-05		CHR5V7|COORD:1922043..1925279| carboxy-lyase		AT5G06300.1		35.2		0		not assigned.unknown				 no description		1.00E-13		Cluster: Os05g0591600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0591600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DFG8		6.00E-15		CHR05V5|COORD:29386739..29390982|protein carboxy-lyase, putative, expressed		LOC_Os05g51390.2		CUST_34029_PI403524517		-5.251166		-2.3926377		5.251166		down

		35_24959		1.5993981		2.0624394		2.1075387		2.4333358		2.825169		2.7619205		2.2707057		2.3331313		2.66641		-0.81006336		-0.49580717		0.23174238		-0.6156926		0.009509563		-2.1923761		-1.8674784		-1.7624207		-1.7192788		-2.578555		-1.3491187		-2.6363091		-2.8203464		-3.159009		-1.9409189		-2.46318		-2.6928678		-2.4046278		0.8255563		-0.009509563		0.23030806		0.9645915		-2.2272696		0.7399993		2.0950532		1.5638127		1.6586299		9.00E-30		CHR5V7|COORD:16810993..16812117| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula]		AT5G41980.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 127)AT5G41980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula] (GB:ABE80314.1); contains domain FAMILY NOT NAMED (PTHR22930) | chr5:16810993-16812117 FORWARDnot assigned 				Rep: Putative transposase - Oryza sativa (Rice)		UniRef90_Q948B6				CHR10V5|COORD:2618194..2616803|protein transposon protein, putative, CACTA, En/Spm sub-class		LOC_Os10g05340.1		CUST_87164_PI403524517		-8.565017		-3.0984561		8.565017		down

		35_21919		0.68430233		0.13916206		-0.021902084		0.6352329		0.7219162		0.9905062		0.08825016		0.19082642		0.61749744		-0.36947918		-0.6922493		-0.6640911		0.021902084		-0.07116985		0.13356113		-0.9433317		-0.74713707		-0.8081894		-0.43080044		-0.59355927		-1.0135632		-0.67664814		-0.4869833		-0.25629997		-0.96170235		-0.9309416		-1.1593151		0.13161659		0.06553459		-0.1069355		1.0135307		1.256177		1.461093		1.2200613		1.6733065		1.6278772		7.00E-14		CHR5V7|COORD:24215441..24217728| APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator		AT5G60100.1		27		0		RNA.regulation of transcription.Psudo ARR transcription factor family				 no descriptionvery weakly similar to (74.3)AT5G60100| Symbols: PRR3, APRR3 | APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator | chr5:24215441-24217728 REVERSEvery weakly similar to (77.4)PRR95_ORYSA				Cluster: CCT motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCT motif family protein, expressed - Oryza sativa (japonica cult		UniRef90_Q2RAB7				CHR11V5|COORD:2784900..2789633|protein CCT motif family protein, expressed		LOC_Os11g05930.5		CUST_24209_PI399408534		-3.1388378		-1.6502305		3.1388378		down

		35_28182		0.44409466		-0.025030136		0.21881771		-0.07026863		0.13261127		-0.33997345		-0.13244343		-0.3235836		0.4151106		0.02503109		-0.24781322		-0.6100855		-0.13748837		0.32648373		-0.026662827		1.7560024		1.7353582		1.7032175		-0.41578388		-0.5897379		-0.7222147		-0.19878387		-0.28317738		-0.55871105		-0.3229456		-1.0819254		-0.5462589		0.8231392		1.5973072		0.40604782		0.8799896		0.852252		1.0708351		0.9627714		0.4843998		0.630229				CHR3V7|COORD:1640616..1642233| protein phosphatase 2C, putative / PP2C, putative		AT3G05640.1		29.4		0		protein.postranslational modification				 no descriptionmoderately similar to ( 252)AT3G05640| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:1640616-1642233 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK12323 				Cluster: Hypothetical protein OSJNBa0009L15.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.3 - Oryza sativa (japonica cu		UniRef90_Q6L482				CHR05V5|COORD:16940950..16936183|protein catalytic/ protein phosphatase type 2C, putative, expressed		LOC_Os05g29030.2		CUST_98725_PI403524517		-2.6039891		-1.3807234		2.6039891		down

		35_5913		-1.2168775		-1.4384236		-2.1478968		-1.8522035		-1.9635044		-2.1148214		-2.0840285		0.87851715		-1.6462653		-1.109005		-0.23784351		-2.0309		-2.230796		-1.8222207		-1.9522442		-2.1346116		-1.2043605		-2.0388427		1.0594954		0.7196708		-0.22035313		1.1101761		0.22035289		0.9615345		1.1128058		0.7293873		1.5544868		2.4609451		2.5461721		2.7835126		1.9167719		2.1032062		1.9328156		1.5115991		2.037324		2.1310143		8.00E-43		CHR3V7|COORD:9594566..9596439| CYP71B23 (cytochrome P450, family 71, subfamily B, polypeptide 23); oxygen binding		AT3G26210.1		26.1		0		misc.cytochrome P450				 no descriptionweakly similar to ( 143)AT3G26210| Symbols: CYP71B23 | CYP71B23 (cytochrome P450, family 71, subfamily B, polypeptide 23); oxygen binding | chr3:9594566-9596439 REVERSEweakly similar to ( 196)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned p450 				Cluster: Cytochrome P450 71E1, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 71E1, putative - Oryza sativa (japonica cultivar-group		UniRef90_Q2QPY6				CHR12V5|COORD:19823010..19820277|protein cytochrome P450 71E1, putative, expressed		LOC_Os12g32850.1		CUST_20398_PI403524517		-2.5541928		-1.3528674		2.5541928		down

		35_2712		0.082206726		-0.34118748		0.0064201355		-0.1156168		-0.092238426		-0.1367979		-0.05053711		-0.19626617		-0.13054562		0.5900326		0.13595581		-0.40121937		0.07701206		0.06270313		-0.006421089		0.048002243		0.06980801		0.01017952		-0.32190895		-0.25893974		-0.7056217		-0.108613014		-0.16151619		-0.25060463		-0.06320667		-0.25308704		-0.4452238		0.2479477		0.93293285		0.36078072		0.96707153		1.3110971		1.1239624		1.2033043		0.9007168		0.95054245				CHR3V7|COORD:22614141..22615311| ATPP2-A13		AT3G61060.1		31.1		0		cell.organisation				 no descriptionmoderately similar to ( 336)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARDTymo_45kd_70kd 				Cluster: Hypothetical protein OSJNBb0028C01.26; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0028C01.26 - Oryza sativa (japonica		UniRef90_Q8LNJ4				CHR10V5|COORD:19922485..19924923|protein ATPP2-A13, putative, expressed		LOC_Os10g37830.1		CUST_9622_PI403524517		-2.2565515		-1.1741197		2.2565515		down

		HA15K23r_at		-0.13527107		-0.25754547		-0.33594036		-0.616066		-0.6805506		-0.738904		-0.81889534		-0.5925827		-0.5907917		-0.030013084		-0.02869606		-0.52905655		0.31724358		0.38909435		0.422925		0.036053658		0.12855816		0.04586029		-0.45827675		-0.042678833		-0.5135555		0.20257282		-0.11439419		-0.21570301		3.49E-04		0.030179024		-3.49E-04		0.27703762		0.58306694		0.5724869		1.00665		1.0022278		1.1697063		1.1495552		1.1030407		1.1581564		1.00E-40		auxin-responsive protein / indoleacetic acid-induced protein 17 (IAA17)		At1g04250.1     		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				NONE				P0509B06.6 [Oryza sativa (japonica cultivar-group)]		NP_914416.1     				protein AUX/IAA family		Os01g08320		CUST_16463_PI404877155		-2.0207136		-1.0148649		2.0207136		down

		Contig7483_at		-0.16763449		-0.3906107		-0.1299634		-0.25074673		-0.23318243		-1.1394877		0.09929848		0.78420305		-0.0041775703		0.42978907		0.4691639		0.5842638		-0.20635796		-0.15544415		-0.34531403		-0.37479115		-0.43026638		-0.22999477		0.15920687		-0.10453892		-0.32387972		-0.05155325		0.0041775703		0.03866434		0.684865		-0.37893486		-0.44622087		0.74049425		0.66637516		0.83017635		1.5002298		1.5410357		1.4895		1.328352		1.2641678		1.3154764				DNA-binding protein RAV2 (RAV2) / AP2 domain-containing protein RAP2.8		At1g68840.1     		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				NONE				putative AP2 domain containing protein RAP2.8 [Oryza sativa (japonica cultivar-group)] dbj|BAB21218.1| putative AP2 domain containing protei		NP_909194.1     				protein B3 DNA binding domain, putative		Os01g04800		CUST_13741_PI404877155		-2.3500135		-1.232669		2.3500135		down

		35_20478		0.098526955		-0.4685583		0.09073067		-0.10534859		-0.27170992		-0.3300929		0.5106821		0.3056965		0.16555977		0.2374773		-0.09073067		-0.6600218		-0.546134		-0.45897436		-0.7900834		0.4067831		0.4250698		0.32801437		-0.5328102		-0.5167961		-0.9441018		-0.56740427		-0.60584784		-0.4289384		-0.16786098		-0.3881445		-0.36281157		0.41828632		2.1441355		1.7960978		1.4797897		2.2372875		1.5083132		1.6943502		1.3994446		1.343358		2.00E-19		CHR2V7|COORD:7774258..7774740| DNAJ heat shock protein, putative		AT2G17880.1		20		0		stress.abiotic.heat				 no descriptionvery weakly similar to (86.3)AT2G17880| Symbols:  | DNAJ heat shock protein, putative | chr2:7774258-7774740 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA PRK10266 PRK10767 PRK12678 TT_ORF1 		7.00E-38		Cluster: Os08g0548400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0548400 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J3W6		3.00E-39		CHR08V5|COORD:27372890..27375658|protein chaperone protein dnaJ 11, chloroplast precursor, putative, expressed		LOC_Os08g43490.1		CUST_71465_PI403524517		-4.1685076		-2.059531		4.1685076		down

		35_26188		0.7296295		0.35960007		0.87781143		-0.33336878		-0.23557281		-0.74184227		-0.62870026		-0.3719225		-0.36044788		0.7374544		0.575614		-0.2024374		0.029194355		0.15788507		-0.40263605		-0.52066183		-0.37882376		-0.38543987		-0.077372074		0.3734274		0.104607105		-0.029194355		-0.35005856		-0.40165138		-0.53421354		-1.0368853		-1.3740768		0.6914358		0.8969698		0.89028263		0.6277504		1.076355		0.9703274		1.0565147		0.56924486		0.6526909		6.00E-25		CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator		AT3G48360.1		29		0		protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ				 no descriptionvery weakly similar to (97.8)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned not assigned PRK12678 		4.20E-45		Cluster: P0497A05.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.15 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q8L3R7				CHR01V5|COORD:39871076..39875470|protein protein binding protein, putative, expressed		LOC_Os01g68020.1		CUST_91595_PI403524517		-2.289799		-1.195221		2.289799		down

		35_10423		-1.6075306		-1.3840122		-1.4335938		-1.582241		-1.1942081		-1.4311342		-0.9778328		-1.1489773		-1.1042328		0.5027914		0.5179224		0.58502007		0.5773802		0.6597729		0.7101059		1.2036266		1.194603		1.2023973		-1.5103073		-0.66802406		-1.124753		-1.1023312		-1.324503		-1.4292755		-0.6983013		-0.5349884		-0.5027914		0.79818153		0.9619322		1.0695906		1.092701		1.0866385		1.1042051		0.877203		0.7315483		0.7887373				CHR2V7|COORD:15631332..15633913| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago		AT2G37210.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 303)AT2G37210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago truncatula] (GB:ABE89044.1); contains InterPro domain Conserved hypothetical protein 730; (InterPro:IPR005269) | chr2:15631332-15633913 REVERSELysine_decarbox COG1611 				Cluster: Lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lysine decarboxylase-like protein - Oryza sativa (japonica cultivar		UniRef90_Q5ZC82				CHR01V5|COORD:23285996..23281756|protein carboxy-lyase, putative, expressed		LOC_Os01g40630.1		CUST_36153_PI403524517		-3.8211355		-1.9340014		3.8211355		down

		35_8969		-0.016622543		-1.1180353		-0.011769295		0.21175385		0.37040615		0.011769295		1.0408955		0.5154152		0.68016434		-0.6662054		-0.80191994		-2.5356207		0.54916954		0.84364414		1.0047169		2.170991		2.2766418		2.2702951		-1.08848		-1.1330271		-2.1425629		-1.2503529		-1.0490084		-1.0628719		-0.5983515		-0.9461813		-1.3137951		-1.7499819		-0.7961283		-0.81856346		1.5812178		1.6194925		1.6585627		1.6420965		1.523097		1.5299501				0		0		35.2		0		not assigned.unknown				 no description		2.00E-05		Cluster: Hypothetical protein P0541H01.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0541H01.26 - Oryza sativa (japonica cultivar-g		UniRef90_Q9LWT3		9.00E-07		CHR06V5|COORD:829762..827718|protein expressed protein		LOC_Os06g02410.1		CUST_31084_PI403524517		-3.6396995		-1.8638194		3.6396995		down

		35_4737		1.3949189		-0.10517073		2.1049585		1.1596212		1.293611		0.9281225		2.5854616		1.7252479		1.4402962		1.3251867		0.10517073		-2.0385587		-1.5036082		-2.234537		-3.4529645		-4.598884		-3.2819932		-3.5484164		-1.8126659		-1.6065712		-4.297204		-2.3570678		-2.2790678		-1.6632085		-0.77931166		-1.5986328		-2.711582		-1.053482		5.268981		4.254525		4.171623		5.1830053		4.176387		5.0651817		4.4637938		4.5640717		9.00E-21		CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein		AT3G10810.1		33.99		0		development.unspecified				 no descriptionvery weakly similar to (87.0)AT5G66040| Symbols: STR16 | senescence-associated family protein | chr5:26427783-26428365 FORWARDvery weakly similar to (77.0)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD Rhodanese RHOD_1 PspE 		2.00E-38		Cluster: Os12g0428000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0428000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0INM9		9.00E-40		CHR12V5|COORD:13654437..13656115|protein senescence-associated protein DIN1, putative, expressed		LOC_Os12g24020.2		CUST_16407_PI403524517		-70.19354		-6.1332664		70.19354		down

		35_7835		-0.71828604		-0.6332197		-0.4439597		-0.9940753		0.023501396		-0.55023766		-0.4604683		-0.6405573		-0.68058014		1.246367		1.221726		1.5651689		0.6906972		0.94522953		0.13241243		-0.35450125		-0.023501396		-0.037760258		0.1735053		-0.62129116		0.5390234		-1.7497766		-0.8990607		-1.8513124		-1.1685739		-1.3430324		-0.90796804		0.95244694		0.9051285		1.3467836		0.5762186		0.9716053		0.73593044		0.7496395		0.13051844		0.44376707		3.00E-40		CHR1V7|COORD:1744842..1747426| basic helix-loop-helix (bHLH) family protein		AT1G05805.1		27		0		RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family				 no descriptionweakly similar to ( 147)AT1G05805| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:1744842-1747426 FORWARDnot assigned HLH HLH 				Cluster: Os04g0489600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0489600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JC65				CHR02V5|COORD:23637223..23645665|protein DNA binding protein, putative, expressed		LOC_Os02g39140.1		CUST_26018_PI399408534		-3.0881116		-1.626725		3.0881116		down

		35_20701		0.5581999		-0.055905342		0.26040173		-0.014221191		0.014222145		-0.13191605		0.18456554		-0.15157986		0.026079178		0.23098183		0.055010796		-0.28403282		-0.34092712		-0.4493904		-0.70772934		-0.20217037		-0.39758158		-0.48011208		-0.37202406		0.04349327		-0.46809816		-0.02568531		0.018502235		-0.2490139		-0.31229973		-0.38660574		-0.34971905		0.5461664		0.8377123		0.29312706		0.97873974		1.0737476		1.1414328		1.2952499		1.0271931		1.1285658				CHR4V7|COORD:10606549..10609229| nodulin-related		AT4G19450.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 185)AT4G19450| Symbols:  | nodulin-related | chr4:10606549-10609229 FORWARD				Cluster: Nodulin-like family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like family protein, expressed - Oryza sativa (japonic		UniRef90_Q2QYU1				CHR12V5|COORD:344084..348145|protein nodulin-like family protein, expressed		LOC_Os12g01570.1		CUST_72222_PI403524517		-2.2317166		-1.1581539		2.2317166		down

		35_30372		0.5466118		-0.028757095		0.67583275		-0.21234322		-0.15049267		-0.58971596		0.405818		0.15976524		0.013541222		1.2905626		0.2504835		-0.40292835		-0.10597515		-0.27605152		-0.61572075		-0.4951582		-0.54906654		-0.3918972		-0.5826044		-0.16215038		-0.6995201		0.28333855		-0.013540268		-0.16541004		0.09233189		-0.01927185		-0.20176506		0.28355694		1.4271345		1.1146755		1.6794643		2.1091642		1.6588726		1.9993582		1.7834339		1.849781				CHR5V7|COORD:3676748..3678947| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of		AT5G11500.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 230)AT5G11500| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of unknown function DUF814; (InterPro:IPR008532) | chr5:3676748-3678947 FORWARDnot assigned DUF814 COG1293 				Cluster: Hypothetical protein P0046E05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046E05.12 - Oryza sativa (japonica cultivar-g		UniRef90_Q943H0				CHR01V5|COORD:31784397..31780181|protein coiled-coil domain-containing protein 25, putative, expressed		LOC_Os01g54670.1		CUST_106725_PI403524517		-3.2675877		-1.708226		3.2675877		down

		Contig5712_at		0.51852417		0.46159458		0.53969765		0.9363651		1.0444145		1.0419493		0.4832163		0.606946		1.0535536		0.43674183		0.5004854		0.45354176		0.8870268		1.2447777		0.49441624		0.9506054		0.98721886		1.0314989		-5.032423		-6.6022387		-4.9585433		-5.4437723		-5.2399645		-5.796867		-5.3504286		-5.1585264		-5.3110456		-0.43674278		-0.80528164		-0.50191784		-0.90856934		-0.8794317		-0.92239666		-1.062437		-0.89679813		-0.96329784		8.00E-41		shikimate kinase family protein		At3g26900.1     		13		0		amino acid metabolism.synthesis.aromatic aa.chorismate				gi|15128455|dbj|BAB62639.1| contains ESTs AU032851(S13343),AU089731(S13343)~unknown protein				P0672D08.28 [Oryza sativa (japonica cultivar-group)] dbj|BAB92141.1| contains ESTs AU032851(S13343),AU089731(S13343)~unknown protein [Oryza		NP_908341.1     				protein hypothetical protein		Os01g01300		CUST_11986_PI404877155		-24.470865		-4.6129932		24.470865		down

		35_29430		0.050742626		-0.047982693		0.27022266		-1.2275743		-0.17579508		-1.2564025		-0.7498455		-0.8438606		-0.529232		-0.32107925		-0.083043575		0.16701365		0.1593256		0.06323576		0.25591898		0.28133392		0.19667959		0.47520447		-0.38694048		0.02522707		-0.39308643		-0.547626		-0.23691082		-0.3184929		-0.9539399		-0.67097497		-0.5356436		0.34867573		0.756835		0.8132286		0.4840107		0.69919205		0.8301511		0.90713215		0.5803852		-0.02522707		2.00E-21		CHR1V7|COORD:3768724..3769706| SYP125 (syntaxin 125); t-SNARE		AT1G11250.1		31.4		0		cell. vesicle transport				 no descriptionvery weakly similar to (97.4)AT1G11250| Symbols: ATSYP125, SYP125 | SYP125 (syntaxin 125); t-SNARE | chr1:3768724-3769706 FORWARDnot assigned 		9.00E-23		Cluster: Putative syntaxin-related protein Nt-syr1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative syntaxin-related protein Nt-syr1 - Oryza sativa		UniRef90_Q69X85		3.00E-24		CHR06V5|COORD:23184075..23185284|protein syntaxin 125, putative, expressed		LOC_Os06g39050.1		CUST_103206_PI403524517		-2.0646017		-1.0458635		2.0646017		down

		35_9444		1.038562		-0.33042884		0.8649988		-0.1018281		0.89800835		0.08986688		1.8494637		0.899853		1.2048032		2.2299912		0.58114433		-1.0780193		-0.75110435		-0.707026		-1.6737151		-1.5117586		-1.6077913		-1.5195581		-1.6336018		-0.6891289		-1.3925681		-0.5767598		-0.8030064		-1.4459951		0.5691111		-0.10354352		-0.08986688		-0.38528395		4.7139997		4.165189		4.5316706		5.72225		4.7648087		5.381854		4.7298546		4.872362		2.00E-27		CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator		AT3G48360.1		29		0		protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ				 no descriptionvery weakly similar to (94.7)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned BTB PRK07003 PRK12323 BTB 				Rep: H0510A06.17 protein - Oryza sativa (Rice)		UniRef90_Q25AK5				CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed		LOC_Os04g40630.1		CUST_32767_PI403524517		-31.17789		-4.9624515		31.17789		down

		Contig17158_at		0.15381622		0.14397526		0.005457878		0.024749756		-0.005457878		-0.034061432		0.14997196		0.22845173		0.14237309		0.057782173		0.026986122		0.084394455		-0.046013832		-0.045505524		-0.6459427		-0.07354641		-0.041837692		-0.05371952		-9.01103		-8.835352		-8.831875		-7.927115		-8.930671		-8.461764		-7.9239416		-6.505536		-6.994638		-0.024235725		0.08409691		0.103637695		0.4720974		0.40472507		0.30277824		0.50764465		0.6102209		0.54688644				zinc finger (FYVE type) family protein		At3g43230.1     		27		0		RNA.regulation of transcription.unclassified				NONE				LAs17 Binding protein-like [Oryza sativa (japonica cultivar-group)]		BAC83843.1      				protein expressed protein		Os07g17130		CUST_5448_PI404877155		-360.08585		-8.492197		360.08585		down

		35_31298		-0.8331647		-0.7920637		-0.49212742		-0.04174328		0.10216999		0.065526485		0.08786106		-0.35898542		0.4122777		0.23780823		0.22813225		0.9579172		1.4509425		1.4699745		0.253098		-0.2857089		-0.34919786		-0.4712777		-1.1697869		-0.62737083		-0.73042583		-0.6284933		-0.756495		-0.40329552		-0.6669016		-0.77784157		-0.47094154		-0.5166826		0.04174328		0.10601425		0.74040794		0.7776704		0.7965536		1.2578793		1.3353977		1.1028967						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_110164_PI403524517		-2.4953988		-1.3192704		2.4953988		down

		Contig16560_at		0.050786972		0.0216856		0.065855026		0.029779434		0.120848656		0.060868263		0.086159706		0.06004715		0.11200619		-0.11302948		-0.11468506		-0.40814304		-0.0216856		0.07643032		-0.46989155		0.065855026		-0.025756836		0.06256962		-8.284937		-8.272896		-7.9778595		-9.760082		-9.13619		-9.698678		-9.447652		-10.549294		-9.7146015		-0.14805031		-0.12950706		-0.10459995		0.24543095		0.21182346		0.3966503		0.23680401		0.2899208		0.28935528		2.00E-17		zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein		At2g24830.1     		27		0		RNA.regulation of transcription.unclassified				zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein, contains Pfam profiles PF01585: G-patch domain, PF00642: Zinc finger C-x8-C-x5-C-x3-H type (and similar)		6.00E-16		zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein [Arabidopsis thaliana]		NP_180056.1     		2.00E-44		protein G-patch domain, putative		Os02g55000		CUST_5118_PI404877155		-651.5717		-9.34778		651.5717		down

		35_2105		0.21366978		0.16588688		0.34343338		0.020615578		-0.09096241		-0.21078014		0.30568027		0.14001656		-0.045150757		0.54196167		0.48528194		0.3291664		-0.045923233		-0.13571358		-0.087340355		-0.509223		-0.43120575		-0.5440254		-0.5320244		-0.020615578		-0.25660133		-0.111914635		-0.2267685		-0.3302641		-0.187253		-0.28474617		-0.38806534		0.57324505		0.7154646		0.70167446		0.70051575		1.1357594		0.8444538		1.3379297		0.96829605		0.9873905		7.00E-17		CHR2V7|COORD:7251799..7252549| ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding		AT2G16700.1		31.1		0		cell.organisation				 no descriptionvery weakly similar to (79.3)AT2G16700| Symbols: ADF5 | ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding | chr2:7251799-7252549 FORWARDvery weakly similar to (67.4)ADF_VITVIActin-depolymerizing factor - Vitis vinifera (Grape)not assigned ADF Cofilin_ADF ADF 		9.00E-17		Rep: Actin-depolymerizing factor 5 - Oryza sativa (Rice)		UniRef90_Q10P87		4.00E-18		CHR03V5|COORD:7546827..7544375|protein actin-depolymerizing factor 5, putative, expressed		LOC_Os03g13950.1		CUST_7567_PI403524517		-2.2111177		-1.1447759		2.2111177		down

		35_47130		0.3037467		-1.0342069		-0.24823952		-0.33455706		-0.55271053		-0.46462727		-0.4320264		-0.24248505		0.009288788		-0.009288788		-0.55885744		-0.68274117		1.2774405		1.3754935		0.5610819		0.9164896		0.49722147		0.64881706		-0.9501891		-0.4588275		-1.3962088		0.044053078		-0.46373272		-0.2928834		-0.051863194		-0.0406785		0.055450916		-0.012387276		0.64079523		0.522717		0.9624729		0.8958969		0.9476161		1.2167501		1.051363		1.0721669		4.10E-44		CHR5V7|COORD:383490..385695| ATROPGEF7/ROPGEF7 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor		AT5G02010.1		30.5		0		signalling.G-proteins				 no descriptionweakly similar to ( 173)AT5G02010| Symbols: ATROPGEF7, ROPGEF7 | ATROPGEF7/ROPGEF7 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor | chr5:383490-385695 FORWARDnot assigned PRONE 				Cluster: Os04g0559100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0559100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JB35				CHR04V5|COORD:27794627..27797692|protein pollen-specific kinase partner protein, putative, expressed		LOC_Os04g47170.1		CUST_15285_PI399408534		-2.306664		-1.2058078		2.306664		down

		35_21598		0.14640522		0.24747372		0.2510147		-1.636786		-0.65102434		-1.569067		-1.4994736		-1.7503529		-1.6953678		1.5411482		1.5880194		0.88557816		-0.37388992		-0.6285696		-0.42897463		0.031097412		-0.34390974		-0.22759342		-0.031096458		0.90938187		0.08511543		-0.3041134		-0.62049055		-0.6815915		-0.93850327		-1.5825334		-1.4107957		1.9107122		2.918373		1.1150026		1.1093369		1.5877161		0.9864321		1.3056278		0.66116047		0.8493023		9.00E-05		CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding		AT3G22120.1		35.2		0		not assigned.unknown				 no description		6.00E-26		Cluster: Hypothetical protein B1099D03.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1099D03.35 - Oryza sativa (japonica cultivar-g		UniRef90_Q5N819		3.00E-16		CHR01V5|COORD:38972557..38969293|protein hypothetical protein		LOC_Os01g66544.1		CUST_75349_PI403524517		-3.7087195		-1.8909211		3.7087195		down

		35_34180		-0.6212306		-0.9159274		-1.3897943		-0.44483137		-0.7281883		-0.16610861		-0.52941513		-0.5080528		0.3520589		0.07902336		-0.019337654		0.50279427		0.031897068		0.3014574		0.08378506		-0.9322946		-0.280375		-0.43876982		-1.4899998		-0.28694487		-1.1618991		-0.6383941		-1.1738377		0.15048027		-0.33315086		0.07235575		0.019338131		0.4858775		0.25608826		0.5589695		0.82397556		0.66462135		0.45543385		0.5905061		0.16717672		0.24693584						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_120970_PI403524517		-2.014165		-1.0101819		2.014165		down

		35_30526		0.18329191		-0.10967827		0.39196348		-0.6647973		-0.32182074		-1.3778858		-0.6020713		-0.6417594		-0.6248412		0.4417758		0.3051467		-0.7484875		0.13912916		0.38588524		-0.13297462		-0.06535816		-0.007973671		0.18030453		-0.47049284		-0.482203		-0.763814		-0.09954643		0.007973671		-0.2997632		-0.36431026		0.0717864		-0.14458227		0.29190254		0.6211653		0.35174227		0.9919596		1.1843481		1.0488291		1.1142206		0.7975564		0.8030734						0		35.2		0		not assigned.unknown				 no description		2.00E-13		Cluster: Os02g0630300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0630300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DZC8		7.00E-15		CHR02V5|COORD:25197873..25193517|protein gibberellin 2-beta-dioxygenase 7, putative, expressed		LOC_Os02g41954.2		CUST_107271_PI403524517		-2.1188853		-1.0833055		2.1188853		down

		35_7291		0.19145393		0.36236668		0.20027828		-0.5923767		-0.093942165		-0.51096773		-0.72860193		-0.36682653		-0.48041105		0.77486897		0.39495182		0.1035676		0.3641343		0.50225496		-0.027323246		1.7049551		1.6368427		1.7453642		-1.0518403		-0.6977849		-0.6137023		-1.7453103		-0.8422651		-1.5231657		-1.4708505		-1.4218383		-1.0388327		1.4047585		2.197009		0.29209185		0.010238171		0.30405283		-0.077064514		0.6379485		0.072021484		-0.010237694				CHR2V7|COORD:2287511..2289267| protein kinase, putative		AT2G05940.1		29		0		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				 no descriptionweakly similar to ( 192)AT2G05940| Symbols:  | protein kinase, putative | chr2:2287511-2289267 REVERSEweakly similar to ( 103)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 PRK12678 SPS1 PRK12323 PTKc_Btk_Bmx PTKc_Ror PTKc_InsR_like PRK07003 PTKc_Chk PTKc_DDR PRK07764 PTKc_Csk_like PTKc_EphR PTKc_Csk PTKc_Tec_like APC_basic PTKc_Syk_like PTKc_Tec_Rlk PTKc_ALK_LTK PTKc_TrkA 				Cluster: Os02g0777800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0777800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DX32				CHR02V5|COORD:32912645..32909495|protein protein kinase APK1A, chloroplast precursor, putative, expressed		LOC_Os02g53750.2		CUST_25135_PI403524517		-3.2331362		-1.6929343		3.2331362		down

		35_4191		-0.24379301		-0.47107124		-0.6186156		-0.23061085		0.0075469017		-0.22482824		-0.3353629		-0.40392065		0.12942934		-0.16936255		0.30092287		0.31861353		0.110422134		0.06770468		0.07458687		-0.07953167		0.050896168		-0.078362465		-0.9806843		-0.12627745		-0.4933672		-0.22699785		-0.83031034		-0.14034462		-0.040666103		0.15299845		-0.0075469017		5.3488727		5.456306		5.6872067		5.0093093		5.2817826		5.077955		5.204307		4.685659		4.7245336		8.00E-21		CHR5V7|COORD:8541825..8542157| FPF1 (FLOWERING PROMOTING FACTOR 1)		AT5G24860.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (92.8)AT5G24860| Symbols: FPF, FPF1 | FPF1 (FLOWERING PROMOTING FACTOR 1) | chr5:8541825-8542157 FORWARDPRK12323 PRK07764 		8.00E-35		Cluster: Hypothetical protein P0470D12.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470D12.115 - Oryza sativa (japonica cultivar		UniRef90_Q8H475		1.00E-37		CHR07V5|COORD:28366202..28366653|protein flowering promoting factor-like 1, putative, expressed		LOC_Os07g47450.1		CUST_14562_PI403524517		-44.11619		-5.4632363		44.11619		down

		35_14438		-0.6092949		-0.51676893		-1.6733007		0.5278306		-0.57675576		-7.25E-04		0.51655865		0.4855175		0.29027987		0.16259193		-0.2854004		2.2764206		7.25E-04		0.5776558		-0.3166108		0.091653824		-0.1583476		-0.04255724		-1.5992546		-1.2796412		-1.7073293		-1.8411751		-0.88865185		-1.9508369		-3.0419621		-3.0584416		-3.0603242		2.2796164		1.973269		1.9350743		1.634675		1.7396083		1.7010651		1.8302984		1.6709905		1.6613159		2.00E-37		CHR1V7|COORD:29740978..29741674| PSBR (photosystem II subunit R)		AT1G79040.1		1		0		PS.lightreaction.photosystem II.PSII polypeptide subunits				 no descriptionweakly similar to ( 131)AT1G79040| Symbols: PSBR | PSBR (photosystem II subunit R) | chr1:29740978-29741674 FORWARDweakly similar to ( 150)PSBR_SPIOLPhotosystem II 10 kDa polypeptide, chloroplast precursor - Spinacia oleracea (Spinach)PsbR 				Cluster: Photosystem II 10 kDa polypeptide; n=3; BEP clade|Rep: Photosystem II 10 kDa polypeptide - Oryza sativa (Rice)		UniRef90_P93443				CHR08V5|COORD:5802114..5800115|protein photosystem II 10 kDa polypeptide, chloroplast precursor, putative, expressed		LOC_Os08g10020.2		CUST_50582_PI403524517		-14.647823		-3.8726144		14.647823		down

		35_9922		-2.7377856		-0.94638944		0.17546034		0.47989702		0.16362906		0.080569744		0.7976341		-0.028135061		-1.2331781		-2.0438266		-2.6490943		-2.5531273		-2.3943748		-1.398206		-2.7911806		-0.98557377		-2.7535162		-0.80749893		-0.8670671		0.3534875		-0.32098246		0.31109285		0.30117178		0.028135061		-0.71722746		-1.7167172		-2.7664037		4.642381		4.8203073		4.7776914		4.7581325		4.7439933		4.7945275		4.6287723		4.507259		4.5061774				0		0		35.2		0		not assigned.unknown				 no description		3.00E-22		Cluster: Putative disease resistance protein RPM1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein RPM1 - Oryza sativa (jap		UniRef90_Q6ZD17		1.00E-23		CHR08V5|COORD:17319125..17323200|protein resistance protein, putative, expressed		LOC_Os08g28570.1		CUST_34415_PI403524517		-39.015423		-5.2859726		39.015423		down

		35_25296		-0.41339302		-0.6784687		0.18557358		-0.312078		-0.52714634		-0.496984		0.16266489		-0.1361208		0.6429701		-0.101365566		0.16579676		-0.06648636		-0.48160315		-0.14984798		-0.20706701		-0.037257195		-0.20804214		-0.49168205		0.005680561		-0.6022515		-0.12844658		0.07624912		-0.005680084		-0.3165574		0.2886815		0.48730564		0.43215847		0.71973515		1.0832906		1.0206466		1.3065996		1.1607862		0.90858364		2.2234707		1.170939		1.0066576		3.00E-11		CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein		AT5G56330.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1 DUF1421 TT_ORF1 DUF1431 		4.00E-29		Cluster: Serine/threonine phosphatase type 2c, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine phosphatase type 2c, putat		UniRef90_Q10MX1		1.00E-30		CHR03V5|COORD:10142507..10144524|protein protein phosphatase 2C isoform epsilon, putative, expressed		LOC_Os03g18150.1		CUST_88366_PI403524517		-2.2214596		-1.1515079		2.2214596		down

		35_6429		0.13170624		0.5188284		-0.019410133		0.0680809		0.01864338		0.2916355		0.20801067		0.15338707		0.4712		-0.3147812		-0.04590702		-0.65874195		-0.17370796		-0.01864338		0.22122765		-0.59285545		-0.6249037		-0.66076183		-1.4212508		-0.17201996		-0.6830292		-0.4086361		-0.44139385		-0.71462536		-0.5641155		-0.3743019		-0.13631248		1.5998192		1.7466984		1.8279209		2.1460295		2.271244		2.3715363		2.3647614		2.3333502		2.2384129				0		0		35.2		0		not assigned.unknown				 no description		1.00E-17		Cluster: Os02g0282500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0282500 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0E209		2.00E-18		CHR02V5|COORD:10503047..10508539|protein NB-ARC domain containing protein, expressed		LOC_Os02g18080.1		CUST_22123_PI403524517		-6.2599964		-2.6461618		6.2599964		down

		35_49948		0.07183933		0.21633053		0.09998226		0.24329758		-0.042110443		0.08180332		-0.008634567		-0.040477753		-0.02339077		0.43844223		0.16790867		0.5022278		-0.11401844		0.008634567		-0.44992256		-0.2387619		-0.034165382		-0.077638626		-0.7621107		-1.5669556		-1.0708857		-1.3547611		-1.3128338		-1.3573294		-1.3292799		-1.3467875		-1.355279		0.7302685		0.60033035		0.5901413		0.15949345		0.24364471		0.22315407		0.105957985		0.07253742		0.16024971						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_179600_PI403524517		-3.017922		-1.5935555		3.017922		down

		35_26367		-1.2244258		-1.2460017		-0.6001997		-1.5274258		-2.4850886		-2.2981458		-1.4773495		-2.2093542		-1.8699689		0.6545806		0.6147289		0.432055		0.48412848		0.34870338		0.8523798		2.0472355		1.9805613		1.86309		-0.9790673		-0.3487029		-0.76324844		-1.8804793		-0.9231391		-1.8557489		-1.2046857		-0.9971819		-0.79982376		0.93047476		1.7864575		0.7845597		1.5344172		1.485815		1.6097307		1.9071493		1.7178617		1.7274938				0		0		35.2		0		not assigned.unknown				 no description		3.00E-07		Cluster: Os07g0683200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0683200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D3J5		2.00E-08		CHR07V5|COORD:28984104..28986339|protein NAC domain-containing protein 18, putative, expressed		LOC_Os07g48450.3		CUST_92205_PI403524517		-5.986787		-2.5817819		5.986787		down

		35_39328		-0.0071992874		0.39802265		-0.0246315		0.006222248		0.3018055		0.14454031		-0.6938286		-0.35268116		0.114619255		0.65776634		1.0169067		0.9188819		-0.14917612		-0.16561127		-0.006222725		-0.39475393		-0.33016777		-0.45871353		-1.304565		0.055178165		-0.6443181		-0.09873915		-0.0874629		-0.37808752		-0.45193243		-0.31377983		-0.91387224		1.2173476		1.0614386		0.82663965		0.5244298		0.600327		0.027659893		0.63990927		0.70760536		0.9867549				CHR4V7|COORD:6947829..6952048| EIF3A (eukaryotic translation initiation factor 3A)		AT4G11420.1		29		0		protein.synthesis.initiation				 no descriptionweakly similar to ( 196)AT4G11420| Symbols: ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1, EIF3A | EIF3A (eukaryotic translation initiation factor 3A) | chr4:6947829-6952048 REVERSEmoderately similar to ( 271)IF3A_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03918 Smc SbcC MAP7 MAD 				Rep: Translation initiation factor 3 - Oryza sativa (Rice)		UniRef90_Q70Z43				CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed		LOC_Os01g03070.2		CUST_140246_PI403524517		-2.28499		-1.1921879		2.28499		down

		35_6022		-0.99812984		-1.0788307		-1.020834		-0.9976816		-0.90197086		-0.90137863		-0.35529804		-0.8306551		-0.8027811		-0.74824333		-0.60419464		-0.9526634		-1.3230209		-1.2462864		-0.78622246		-0.87410545		-0.57737637		-0.85697746		1.052989		0.45334816		0.876461		0.59694004		1.1714249		0.35529804		0.7768755		0.8819933		0.8612013		1.2394953		3.1199045		1.0292873		2.0642395		2.3473291		1.8249407		2.6372108		2.247445		2.2813177		2.00E-07		CHR1V7|COORD:9078127..9079563| proline-rich extensin-like family protein		AT1G26240.1		35.2		0		not assigned.unknown				 no description		4.00E-28		Cluster: Hypothetical protein OJ1226_A12.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1226_A12.9 - Oryza sativa (japonica cultivar		UniRef90_Q67W63		2.00E-29		CHR06V5|COORD:26383997..26384662|protein expressed protein		LOC_Os06g43810.1		CUST_20735_PI403524517		-2.4745767		-1.3071818		2.4745767		down

		35_12664		-0.15967607		-0.40082073		-0.2969265		-0.18975449		-0.7665291		-0.48672533		-0.8266983		-0.5163808		-0.49820423		0.9045682		1.0227962		0.6508908		0.705606		0.90242624		0.534822		0.4338789		0.3526783		0.5774679		-1.3168316		-1.0791368		-1.0499024		-0.42849064		-0.7117338		-0.57778025		-0.725348		-0.32684374		-0.56724215		0.15967607		0.22643757		0.47147655		0.525846		0.6077552		0.546258		0.24348211		0.21622562		0.23635674		1.00E-27		CHR2V7|COORD:10670596..10672445| protein phosphatase 2C, putative / PP2C, putative		AT2G25070.1		29.4		0		protein.postranslational modification				 no descriptionweakly similar to ( 119)AT2G25070| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10670596-10672445 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 		2.00E-37		Cluster: Os02g0598800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0598800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DZT9		1.00E-38		CHR02V5|COORD:23379495..23385971|protein protein phosphatase 2C containing protein		LOC_Os02g38690.1		CUST_44134_PI403524517		-2.16292		-1.1129804		2.16292		down

		35_38706		-0.38779926		-0.34219456		-0.39285183		-0.9343548		-0.43339157		-0.9855943		-0.7097349		-0.7621021		-0.8423152		0.05327797		0.3002243		-0.48984814		-0.25545788		0.44047546		0.82115173		1.1318932		1.0278654		1.0459795		0.27214336		-0.053277016		0.34541893		-0.6762371		-0.2872181		-0.8408313		-0.51689816		-0.6151619		-0.4449749		0.5199213		0.89657116		0.49022007		0.41670036		1.6917934		0.68142796		0.9902859		0.9983244		1.0999804		2.00E-09		CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein		AT1G62760.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned Hin1 PRK12323 		3.00E-24		Cluster: Putative harpin inducing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative harpin inducing protein - Oryza sativa (japonica cultivar-g		UniRef90_Q75LJ9		1.00E-25		CHR03V5|COORD:35079129..35080150|protein harpin-induced protein, putative, expressed		LOC_Os03g62010.1		CUST_138014_PI403524517		-2.2626746		-1.1780291		2.2626746		down

		35_24297		0.8408909		1.6569414		1.3195829		0.62722206		0.89171696		0.7676325		-0.9707403		1.0274496		0.90778923		0.94492054		0.9744177		0.9802475		-0.4525609		-0.005716324		0.005716324		0.36923504		0.30700588		0.36548328		-6.1591477		-4.847807		-5.263706		-5.3023186		-5.282398		-5.4807754		-5.935775		-5.259208		-4.8281584		0.93152905		1.1946363		1.4774418		-1.0838003		-0.40263844		-1.005106		-1.1947923		-1.0406795		-1.5637226				0		0		35.2		0		not assigned.unknown				 no description		1.00E-05		Cluster: Chromosome undetermined SCAF7830, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome undetermined SCAF7830, whole genome shotgu		UniRef90_Q4T8D1		2.00E-14		CHR01V5|COORD:18304173..18302662|protein seed specific protein Bn15D17A, putative, expressed		LOC_Os01g32770.1		CUST_84793_PI403524517		-33.700184		-5.0746846		33.700184		down

		35_4775		-0.750978		-0.17582655		-0.31045294		-0.030992508		0.030992508		-0.13537979		0.43249273		-0.103915215		0.12555552		-0.11244631		-0.59516096		1.8166609		-0.38717508		-0.3067193		-0.7655983		-0.16507769		-0.16004229		-0.14668941		3.6827283		-0.73150206		3.5038762		-0.37438583		0.79500294		-0.986835		0.34369326		-0.16052341		0.037276745		2.1168327		1.8781757		2.1268902		2.4299073		2.3443575		2.297154		2.5740418		2.6576958		2.5777407		5.00E-20		CHR3V7|COORD:5882324..5882902| stable protein 1-related		AT3G17210.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (93.6)AT3G17210| Symbols:  | stable protein 1-related | chr3:5882324-5882902 FORWARDDabb 		3.00E-23		Cluster: Stress-responsive protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Stress-responsive protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XBH1		2.00E-22		CHR01V5|COORD:18586411..18594043|protein pop3 peptide, putative, expressed		LOC_Os01g33160.1		CUST_16532_PI403524517		-3.1488593		-1.6548293		3.1488593		down

		35_4321		0.09047508		-0.72069407		-0.16861153		-0.41080523		-0.59059		-0.16124058		0.08563709		-0.22390556		0.3185706		0.01573658		-0.18213654		-0.015737057		-0.17185163		0.20135689		-0.09202671		-0.16768456		0.11586857		-0.16517544		-0.81817627		-0.46260452		-1.049469		-0.43275833		-0.5302193		-0.5676272		0.63892746		0.7133136		0.54663754		0.6233568		0.44305468		0.52950907		1.2710052		1.1404762		1.016541		0.8183608		0.8678436		0.62720156		8.00E-11		CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein		AT1G62760.1		35.2		0		not assigned.unknown				 no description		2.00E-05		Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86		UniRef90_Q4A2B5				0		0		CUST_14987_PI403524517		-2.0466413		-1.0332583		2.0466413		down

		35_28021		-0.19379091		-0.48608017		0.19539356		-0.0018320084		0.3123374		-0.3395505		0.20503616		0.12212896		0.603662		-0.0029230118		0.34496784		-0.8526139		-1.490262		-1.3560095		-1.3695321		-1.0352201		-0.8174243		-0.79045963		-0.7098756		0.018930435		-0.9618945		-1.0014505		0.035055637		-0.693851		0.0018320084		-0.05684471		-0.17606401		0.7579961		1.6431994		0.67201567		1.9527359		2.0798864		1.9445705		2.0330448		1.8547745		1.800756		1.00E-18		CHR3V7|COORD:20825329..20826963| ATFER3 (FERRITIN 3); ferric iron binding		AT3G56090.1		15.2		0		metal handling.binding, chelation and storage				 no descriptionvery weakly similar to (88.6)AT5G01600| Symbols: ATFER1 | ATFER1 (ferretin 1); ferric iron binding | chr5:228146-229591 REVERSEvery weakly similar to (96.3)FRI2_MAIZEFerritin-2, chloroplast precursor - Zea mays (Maize)not assigned Euk_Ferritin Ferritin Ferritin 		1.00E-24		Rep: Ferritin - Triticum aestivum (Wheat)		UniRef90_Q5G1L6		4.00E-23		CHR12V5|COORD:322923..319214|protein ferritin-1, chloroplast precursor, putative, expressed		LOC_Os12g01530.2		CUST_98135_PI403524517		-4.0881844		-2.0314603		4.0881844		down

		35_26989		-0.019470096		-0.049120665		-0.037239313		-0.022208333		-0.030901313		-0.01622641		0.029042006		0.018314004		-0.036705613		0.035447955		0.80453205		0.05381596		-0.036948085		-0.03809905		-0.032021046		1.9853281		-0.021853209		-0.04738128		4.4220533		0.012854099		-0.04337561		-0.02046752		-0.014329791		0.891379		-0.025253177		-0.012854099		-0.02959013		3.8755445		4.1615524		4.579631		5.699224		5.8991585		5.766841		5.796445		6.270569		6.1753683				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_94418_PI403524517		-27.524752		-4.7826576		27.524752		down

		35_19662		-0.6954706		-0.37114286		-0.76171494		-0.5997784		-0.4184966		-0.3671949		-0.4992633		-1.1466322		-0.29572535		1.1312628		0.8496456		1.1049032		-0.044891357		0.044891596		0.24138999		-0.72616124		-0.1787219		0.094831705		-0.680562		2.4850292		0.35076952		-0.13044333		-0.24936843		-1.1847348		-0.4793887		0.30777192		-0.1557548		2.3451662		2.6532798		2.4492273		1.6177082		1.1133943		1.6532612		1.4736786		1.5734549		1.6216455				CHR4V7|COORD:7021764..7023246| ATSR (ARABIDOPSIS THALIANA SIGNAL-RESPONSIVE); serine racemase		AT4G11640.1		13		0		amino acid metabolism.synthesis.branched chain group.isoleucine specific				 no descriptionmoderately similar to ( 421)AT4G11640| Symbols: ATSR | ATSR (ARABIDOPSIS THALIANA SIGNAL-RESPONSIVE); serine racemase | chr4:7021764-7023246 FORWARDweakly similar to ( 130)THD1_CICARThreonine dehydratase biosynthetic, chloroplast precursor - Cicer arietinum (Chickpea) (Garbanzo)not assigned not assigned not assigned IlvA PRK07048 PRK08198 PRK08638 PRK06382 PRK07476 PRK07334 PRK08526 PRK09224 PRK08246 PRK06815 PRK06608 PRK08639 PRK12483 PALP PRK06110 PRK08813 ThrC CysK PRK08206 PRK08197 PRK06450 PRK06352 PRK05638 PRK06177 PRK06381 PRK10717 PRK07409 PRK06260 PRK07591 PRK08329 PRK06721 PRK07702 cysM PRK07871 				Rep: OSJNBb0012E24.7 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XSN8				CHR04V5|COORD:27607501..27604719|protein serine racemase, putative, expressed		LOC_Os04g46930.2		CUST_68725_PI403524517		-3.4922733		-1.8041664		3.4922733		down

		35_21472		0.09111643		-0.42786837		-0.040925026		-0.7161536		0.17792463		-0.7556834		-0.6391392		-0.63896227		0.040925503		0.55579185		0.55601406		0.4365325		0.5864372		0.34956264		0.7760668		-0.21430492		-0.3183055		-0.13147688		-1.1312537		-1.2195487		-1.4929447		-1.1568184		-1.3081427		-1.0055633		-0.9033723		-1.3896098		-1.4557123		0.32944393		0.97233105		1.37532		1.5001674		2.5969095		1.6553469		1.9955616		2.165841		2.2102003		3.00E-18		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (73.6)AT4G20300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55340.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD73751.1); similar to Os01g0680700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043875.1); contains InterPro domain Protein of unknown function DUF1639; (InterPro:IPR012438) | chr4:10955823-10958875 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 DUF1639 PRK07764 PRK07003 TT_ORF1 PRK05648 Protamine_P1 Drf_FH1 DUF1777 infB PRK12678 		6.00E-18		Cluster: Os05g0556600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0556600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DG28		3.00E-19		CHR05V5|COORD:27590665..27596587|protein expressed protein		LOC_Os05g48280.1		CUST_74896_PI403524517		-7.329869		-2.8737874		7.329869		down

		35_2711		0.23619556		-0.39562035		0.003364563		-0.19150877		-0.04228735		-0.39762974		-0.01108408		-0.180264		-0.14801455		0.923048		0.50667477		-0.6252208		0.14086533		0.19475842		-0.107142925		0.0716176		0.07928705		0.044033527		-0.05308819		-0.20241594		-0.69135475		-0.03942871		-0.41071892		-0.06513262		-0.003364563		-0.07868147		-0.31951857		0.46117592		1.0644207		0.49180603		1.0302362		1.5492315		1.070817		1.4410295		1.1064339		1.1926069		2.00E-17		CHR3V7|COORD:19665256..19666779| ATPP2-A15 (Phloem protein 2-A15)		AT3G53000.1		31.1		0		cell.organisation				 no descriptionvery weakly similar to (71.6)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARD		4.00E-39		Cluster: Hypothetical protein OSJNBb0028C01.26; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0028C01.26 - Oryza sativa (japonica		UniRef90_Q8LNJ4		2.00E-40		CHR10V5|COORD:19922485..19924923|protein ATPP2-A13, putative, expressed		LOC_Os10g37830.2		CUST_9619_PI403524517		-2.3823488		-1.2523847		2.3823488		down

		35_27826		-0.0048532486		-0.022190094		-0.09940243		0.051674843		0.17433167		0.0823555		-0.11001778		0.15004063		0.09881115		-0.8323879		-0.37238216		-0.8570671		-0.18750954		-0.2985525		0.050614357		-0.5843649		-0.6680794		-0.665205		-0.25824356		-0.10549736		-0.5202875		0.14805508		0.0048542023		0.46385193		-0.08150959		-0.23555851		-0.3599043		1.0596132		1.1781836		1.2098598		1.1741543		1.1541758		1.2803555		0.92183113		0.92534447		0.95864105		3.00E-38		CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein		AT3G04710.1		35		0		not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein				 no descriptionweakly similar to ( 155)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (69.3)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR NrfG 				Cluster: Putative ankyrin repeat protein E4_8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin repeat protein E4_8 - Oryza sativa (japonica cu		UniRef90_Q5VQM1				CHR01V5|COORD:3677462..3673105|protein ankyrin-like protein, putative		LOC_Os01g07640.1		CUST_97435_PI403524517		-2.2985291		-1.2007109		2.2985291		down

		35_19217		-0.0465765		-0.25622463		0.22631168		-0.512125		0.66291714		-0.3496809		0.2907753		-0.090444565		0.046577454		0.7387705		0.31066036		-0.4073925		-0.4345007		-0.15712833		-0.15293026		0.5987339		0.33805752		0.40082264		-1.6373997		-1.0378041		-0.8972311		-1.0348477		-0.5069475		-1.4879794		-0.9458933		-1.295054		-1.4139795		0.11588955		4.452009		3.4351254		3.0694113		4.742157		3.1820917		3.8492126		3.5341692		3.5517435		9.00E-09		CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein		AT2G29210.1		35.2		0		not assigned.unknown				 no description		4.00E-07		Rep: At2g29210/F16P2.41 - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_Q8L7W3		6.00E-08		CHR12V5|COORD:24838217..24838786|protein expressed protein		LOC_Os12g40180.1		CUST_67298_PI403524517		-22.09179		-4.4654384		22.09179		down

		35_48765		0.09849405		0.090982914		0.7042999		-0.79331255		-0.40435028		-0.96128273		0.047004223		-0.121589184		-0.3110757		0.29357004		0.024109364		0.32355833		-0.21244144		-0.024109364		-0.28117037		-0.25148678		-0.27053595		-0.14776516		-0.23843384		-0.08479118		0.1335187		-0.43811083		0.03818226		-1.202085		-0.103238106		-0.77541447		-0.6132455		0.3331747		1.0892725		0.7987819		1.7923479		1.2549162		1.3548632		1.3901691		0.8220782		0.6240635						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_175194_PI403524517		-2.6682994		-1.4159206		2.6682994		down

		35_3652		0.18704748		-1.7612484		-0.02170372		0.27655506		0.021704197		-0.057188988		1.3941817		1.2517772		0.9050994		0.47081804		-0.75180054		-2.3461504		-0.64566755		-1.1433587		-0.79945993		-1.2316937		-1.4503777		-1.3816867		-0.6663666		-1.1794801		-2.0885832		-0.50174284		-0.7616801		-0.86129		0.10642576		0.68459415		0.10620737		-0.30908012		2.7598343		1.6539516		2.5228643		3.2314453		2.7160406		3.3167572		2.9767714		3.0830145				CHR5V7|COORD:16459086..16461063| glycerophosphoryl diester phosphodiesterase family protein		AT5G41080.1		11		0		lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase				 no descriptionmoderately similar to ( 407)AT5G41080| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:16459217-16461063 FORWARDnot assigned not assigned not assigned GDPD UgpQ 				Cluster: Glycerophosphoryl diester phosphodisterase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Glycerophosphoryl diester phosphodisterase - Oryza sativa		UniRef90_Q2V8D7				CHR02V5|COORD:18531172..18535043|protein glycerophosphodiester phosphodiesterase, putative, expressed		LOC_Os02g31030.1		CUST_12768_PI403524517		-8.070247		-3.0126128		8.070247		down

		Contig15661_at		-0.8974819		-0.6541128		-0.5468044		-1.1008234		-1.086793		-1.0807114		-1.0591531		-1.0581384		-1.2149067		0.82334805		0.7604904		0.7678547		0.57409763		0.29773808		0.47258377		0.3937359		0.24135685		0.31640625		-0.8914819		-0.24135685		-0.42485237		-0.7147746		-0.73091745		-0.8217478		-0.9101486		-0.9565153		-1.160079		0.71611595		0.6867981		0.65311337		0.5961027		0.67561245		0.7085829		0.377882		0.65531445		0.46910477				Ras-related GTP-binding protein, putative		At4g17530.1     		30.5		0		signalling.G-proteins				Ras-related GTP-binding protein, putative, very strong similarity to RAB1C (Lotus corniculatus var. japonicus) GI:1370166; contains Pfam profile PF00071: Ras family				GTP-binding protein YPTM1 pir||A38202 GTP-binding protein - maize emb|CAA44918.1| yptm1 [Zea mays]		P16976          				protein GTP-binding protein RAB1 - garden petunia		Os05g01490		CUST_4582_PI404877155		-2.5967774		-1.3767223		2.5967774		down

		35_6454		1.2054071		0.3676114		1.8748069		1.2904196		0.8666296		0.8439188		2.516625		2.2520747		1.8064523		-0.106990814		-0.38131714		-0.51631784		-1.7979593		-1.5569291		-1.676209		-2.138217		-2.28635		-1.9912171		-2.4507365		-1.8090515		-3.6329033		-2.4971013		-2.3313682		-2.4259267		-2.1532497		-2.1662552		-2.0418706		0.106990814		2.2294621		1.4816341		2.2305074		2.6744933		2.176991		2.895968		2.663094		2.687529				0		0		35.2		0		not assigned.unknown				 no description		7.00E-27		Cluster: Hypothetical protein P0552F09.132; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0552F09.132 - Oryza sativa (japonica cultivar		UniRef90_Q7X770		3.00E-28		CHR07V5|COORD:25534224..25537605|protein expressed protein		LOC_Os07g42650.2		CUST_22213_PI403524517		-22.899382		-4.5172367		22.899382		down

		Contig7254_s_at		-0.65743256		-1.6079588		-0.59580135		-1.2706747		-0.8091974		-1.377059		-0.4549284		-0.9055538		-1.022788		-0.9283209		-0.60316277		-2.2023234		-0.881546		-0.86859894		-0.42192936		1.71453		1.5255299		1.6454172		0.104278564		0.01843071		-0.67414093		0.28787804		0.6013603		0.39258385		0.548686		0.17893887		-0.2194128		-0.01843071		1.7632141		0.91037655		2.356841		2.5384398		2.4676228		2.4471292		2.1485443		2.169406		7.00E-18		DNAJ heat shock protein, putative		At2g17880.1     		20		0		stress.abiotic.heat				NONE		6.00E-26		0		BAD10757.1      		1.00E-29		protein DnaJ domain, putative		Os06g50230		CUST_13520_PI404877155		-3.3107798		-1.7271711		3.3107798		down

		35_7607		-0.018024445		-2.3245463		0.2274208		-0.5814843		-0.058321		-0.540637		0.15627956		-0.010872841		-0.14639473		0.010871887		0.65022755		-3.1840916		0.46218395		-0.721179		-0.77140903		1.4265823		1.2686386		1.451189		0.61797714		-0.20651054		-2.8439374		-2.5440474		-1.3389916		-2.075502		-0.85002327		-2.0565615		-1.7016487		0.79136944		3.6806183		1.4971666		4.4337845		4.3646984		4.320877		4.5700026		4.1736565		4.259798		1.00E-40		CHR2V7|COORD:15952356..15953853| myb family transcription factor		AT2G38090.1		27		0		RNA.regulation of transcription.MYB-related transcription factor family				 no descriptionweakly similar to ( 140)AT5G04760| Symbols:  | myb family transcription factor | chr5:1373753-1374530 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 TT_ORF1 PRK07764 SANT Tymo_45kd_70kd Atrophin-1 SANT PRK12678 Extensin_2 				Cluster: Putative myb-like transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myb-like transcription factor - Oryza sativa (japonic		UniRef90_Q6F2M6				CHR05V5|COORD:21572195..21570997|protein DNA binding protein, putative, expressed		LOC_Os05g37060.1		CUST_31513_PI399408534		-32.225597		-5.010135		32.225597		down

		Contig2515_at		-0.14938927		-0.43206215		-0.3246498		0.8368621		0.9504795		0.9286008		1.4493542		1.1216116		0.9238806		-1.6654363		-1.1334734		-0.40055943		1.1731234		1.3258142		0.17432308		0.9680052		0.7464075		0.95848894		-1.5096045		-1.5638285		-1.2568707		-0.85741234		-0.9738898		-1.4470601		-0.7112484		-0.81554174		-0.87438726		-0.85700846		-1.2022033		-0.5714669		0.2815714		0.5257659		0.14938974		1.03759		0.60906744		0.73209476				glycerate dehydrogenase / NADH-dependent hydroxypyruvate reductase		At1g68010.1     		13		0		amino acid metabolism.degradation.serine-glycine-cysteine group.serine				 hydroxypyruvate reductase				0		BAD07805.1      				protein D-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain, putative		Os02g01150		CUST_8515_PI404877155		-2.2823439		-1.1905161		2.2823439		down

		35_4736		1.4371619		-0.055128098		2.0215688		1.1135893		1.4582443		0.8189235		2.7660418		1.731905		1.5390263		1.6278801		0.055128574		-1.1414251		-0.7972121		-2.2281153		-3.3071942		-2.5045779		-3.1757262		-3.7134452		-1.6838748		-1.6715655		-3.7212415		-1.2973638		-0.9934437		-0.75420856		-0.39511395		-0.99731374		-0.64196825		-0.18938398		5.7494392		4.246956		4.2067347		5.186619		4.1258593		4.9041147		4.5524893		4.501417		4.00E-19		CHR5V7|COORD:26465054..26465808| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17850.1); similar to Rhodanese-like domain [Medicago truncatula]		AT5G66170.1		33.99		0		development.unspecified				 no descriptionvery weakly similar to (86.7)AT5G66170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17850.1); similar to Rhodanese-like domain [Medicago truncatula] (GB:ABE88183.1); contains InterPro domain Rhodanese-like; (InterPro:IPR001763) | chr5:26465054-26465812 FORWARDvery weakly similar to (75.5)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD Rhodanese RHOD_1 PspE 		5.00E-39		Cluster: Os12g0428000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0428000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0INM9		2.00E-40		CHR12V5|COORD:13654437..13656115|protein senescence-associated protein DIN1, putative, expressed		LOC_Os12g24020.2		CUST_16403_PI403524517		-45.04737		-5.493371		45.04737		down

		35_11830		0.14459038		0.04989624		-0.027638435		-0.45280647		-0.58950377		-0.25601053		-0.958323		-1.1037531		-0.43001986		1.0720992		1.0268292		0.67194843		0.92321825		0.5805545		0.85369396		-0.036596775		-0.36043167		0.027638435		-0.98292637		-0.045443535		-0.40650177		-0.47875595		-0.95025444		-0.5410929		-0.5885787		-0.42674017		-0.5239072		0.8332162		0.7189536		1.0205712		0.8579922		0.76492834		0.7225542		0.50733185		0.3346634		0.45779514		3.00E-25		CHR1V7|COORD:1167506..1168651| zinc finger (C3HC4-type RING finger) family protein		AT1G04360.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionvery weakly similar to ( 100)AT1G04360| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:1167506-1168651 REVERSEvery weakly similar to (68.9)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned RING COG5540 PRK07003 PRK12678 				Cluster: Hypothetical protein OSJNBb0050N02.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0050N02.14 - Oryza sativa (japonica		UniRef90_Q8H077				CHR03V5|COORD:2751531..2750298|protein RING-H2 finger protein ATL5I, putative, expressed		LOC_Os03g05560.1		CUST_41151_PI403524517		-2.362387		-1.2402453		2.362387		down

		35_19546		0.58927536		0.38017273		0.9296169		-0.47004128		0.5958204		-0.9846277		0.076013565		-0.55244064		-0.07601452		1.5659056		1.3094292		0.5110159		-0.9032526		-1.2401829		-0.53354645		-1.2207375		-1.3398705		-1.3127251		0.10115719		-0.07766247		-0.21324635		-0.513958		-0.4705286		-0.513958		-0.56472015		-1.4704771		-1.4567461		1.9122658		2.5951986		2.0239115		1.2611437		1.7325525		1.492775		1.3274727		1.0082293		1.0648193				CHR1V7|COORD:29859033..29860616| transporter-related		AT1G79360.1		34.14		0		transport.unspecified cations				 no descriptionweakly similar to ( 167)AT1G79360| Symbols:  | transporter-related | chr1:29859033-29860616 REVERSEnot assigned not assigned MFS_1 PRK12323 Sugar_tr AraJ 				Cluster: Putative organic cation transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative organic cation transporter - Oryza sativa (japonica cult		UniRef90_Q6ZF47				CHR07V5|COORD:22425967..22427944|protein organic cation transporter 3, putative, expressed		LOC_Os07g37454.1		CUST_68358_PI403524517		-4.52404		-2.1776118		4.52404		down

		35_26207		-0.66627264		-0.92203426		-0.9967251		-1.2174854		-1.0618367		-1.5108738		-0.092847824		-0.4746909		-0.6178875		0.17000055		0.017178059		-0.035321236		0.27674723		-0.08012247		-0.017178535		0.42694855		0.50766325		0.39303637		-0.4336605		-0.13899231		-0.6333051		-0.3605199		-0.2500763		-0.9893379		0.24314404		0.093393326		0.63104105		0.21270227		2.0900998		1.1412172		1.5895815		1.8146663		1.6713705		1.8809118		1.5907707		1.2881556		2.00E-05		CHR4V7|COORD:9948866..9960416| zinc finger (C3HC4-type RING finger) family protein / pentatricopeptide (PPR) repeat-containing protein		AT4G17910.1		35.2		0		not assigned.unknown				 no description		2.00E-09		Cluster: Hypothetical protein P0530H10.4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0530H10.4 - Oryza sativa (japonica cultivar-gro		UniRef90_Q6L4M9		5.00E-11		CHR05V5|COORD:17094716..17096099|protein RING-H2 finger protein ATL5F, putative, expressed		LOC_Os05g29710.1		CUST_91664_PI403524517		-3.2037344		-1.6797545		3.2037344		down

		35_27102		-0.2121706		-0.33903408		-0.36834002		-0.96593523		-0.65462255		-0.48407125		-1.4894834		-0.8632426		-0.78099966		0.07451773		0.5840125		0.5621681		1.1314907		0.8578491		1.1740093		0.8759098		0.94877005		0.7194786		-0.66562986		-0.07451725		-0.1691637		-0.7528987		-0.8891487		-1.0628333		-0.38555336		-0.4755745		-0.57688856		0.8351841		0.8259063		1.2494469		1.4287958		1.4582639		1.5939875		1.1114521		0.9067049		0.8008771				CHR2V7|COORD:16847408..16849217| similar to steroid hormone receptor/ transcription factor [Arabidopsis thaliana] (TAIR:AT3G11030.1); similar to unknown protein		AT2G40320.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 212)AT2G40320| Symbols:  | similar to steroid hormone receptor/ transcription factor [Arabidopsis thaliana] (TAIR:AT3G11030.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO60033.1); similar to Os05g0356700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055293.1); similar to Os03g0817900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051703.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr2:16847408-16849217 FORWARDDUF231 				Cluster: Hypothetical protein OSJNBa0036C12.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036C12.14 - Oryza sativa (japonica		UniRef90_Q5W6Y3				CHR05V5|COORD:16818149..16816424|protein expressed protein		LOC_Os05g28830.1		CUST_94824_PI403524517		-3.2397213		-1.6958697		3.2397213		down

		35_26479		-0.1716342		-0.2160219		-0.19096184		-0.20759821		0.3285973		0.20879197		1.2366223		0.031665325		-0.21936369		-0.07937753		0.1689899		-0.031665206		-0.2076397		-0.23925114		-0.23839998		-0.1873033		-0.18642151		-0.22325206		-0.14970183		0.07791376		-0.20379078		0.5302123		1.6525574		2.3395102		-0.19182467		-0.1943394		-0.18542457		7.742978		8.135062		8.460019		9.565865		9.376302		9.527628		9.376954		9.88926		9.905734				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_92612_PI403524517		-416.02356		-8.700521		416.02356		down

		35_4875		0.7972679		-0.27040863		0.52182674		0.0073838234		0.29298162		-0.09289503		1.1451159		0.7720194		0.2866912		0.92379665		0.18716717		-0.8004651		-0.51457214		-0.908412		-0.80966806		-0.9000659		-1.1492553		-1.0359855		-0.76683235		-0.23779821		-1.5061178		-0.31649256		-0.4861226		-0.5509944		-0.07350063		-0.0073833466		-0.23934603		0.12127161		2.0552912		1.1582546		2.5322332		2.8418064		2.6275015		2.9608307		2.689702		2.6448154		1.00E-13		CHR1V7|COORD:9481775..9482563| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92577.1); contains InterPro domain		AT1G27290.1		35.2		0		not assigned.unknown				 no descriptionnot assigned PRK12678 PRK12323 		5.00E-26		Cluster: Hypothetical protein P0592G05.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0592G05.6 - Oryza sativa (japonica cultivar-gro		UniRef90_Q8RYH1		2.00E-27		CHR01V5|COORD:40698798..40700467|protein expressed protein		LOC_Os01g69870.2		CUST_16880_PI403524517		-6.2604		-2.6462548		6.2604		down

		35_26603		-0.2844906		-0.5520773		-0.93610525		-0.42581892		-0.10812998		0.10235262		-0.012159824		-0.006198406		0.18487406		-1.3211632		-0.3278036		-0.64995885		-0.08584452		-0.40744734		-0.5009856		0.006198406		-0.051508904		-0.1777296		-0.21015644		-0.07761812		-0.83429885		0.86033154		1.1231389		0.4885335		1.0220585		1.610425		1.2021365		5.049821		5.3953695		5.8736057		6.3581505		6.3651953		6.3158226		6.343767		6.1779747		6.17303		1.00E-18		CHR1V7|COORD:19720070..19727384| ATPAP5/PAP5 (purple acid phosphatase 5); acid phosphatase/ protein serine/threonine phosphatase		AT1G52940.1		26.13		0		misc.acid and other phosphatases				 no descriptionvery weakly similar to (87.8)AT1G52940| Symbols: PAP5, ATPAP5 | ATPAP5/PAP5 (purple acid phosphatase 5); acid phosphatase/ protein serine/threonine phosphatase | chr1:19720070-19727384 FORWARDvery weakly similar to (88.6)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned 		6.00E-24		Cluster: Os12g0637200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0637200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0ILM6		2.00E-25		CHR12V5|COORD:27277590..27276271|protein purple acid phosphatase precursor, putative, expressed		LOC_Os12g44030.1		CUST_93042_PI403524517		-43.105457		-5.4297986		43.105457		down

		35_15729		0.31310558		-0.1161108		0.059010506		-0.1365943		-0.037119865		-0.15107441		-0.23916101		-0.21398115		-0.0024585724		-0.32711744		-0.12723017		-0.5183649		-0.16767311		-0.038165092		0.117589		0.03777504		0.0024585724		0.018486977		-0.6583934		0.13850975		-0.56192017		0.07281971		-0.116657734		-0.14395332		-0.06935787		-0.014836311		0.0040397644		0.26474094		0.5046091		0.20813274		0.96292496		1.0940104		1.1615324		1.2580833		1.1843605		1.1635933				CHR2V7|COORD:17478197..17479597| remorin family protein		AT2G41870.1		27		0		RNA.regulation of transcription.putative transcription regulator				 no descriptionweakly similar to ( 150)AT2G41870| Symbols:  | remorin family protein | chr2:17478197-17479597 REVERSEvery weakly similar to (51.6)REMO_SOLTURemorin - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Remorin_C PRK12678 PRK12323 PRK07003 APC_basic PRK07764 Herpes_BLLF1 TT_ORF1 Extensin_2 Glutenin_hmw Gag_spuma Atrophin-1 Drf_FH1 DedD 				Cluster: Remorin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin-like protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q84M49				CHR03V5|COORD:33731717..33729828|protein remorin, putative, expressed		LOC_Os03g59360.1		CUST_10706_PI399408534		-2.0235095		-1.0168597		2.0235095		down

		35_38396		0.3314252		0.24263811		-0.3452506		-0.075000286		-0.17992735		0.1612668		-0.49428248		-0.7154982		0.16025925		-0.5413699		-0.4910202		0.23901033		-0.033984184		0.19498968		0.11543846		-0.5905142		-0.31272507		-0.30292368		-0.56007934		-0.56007934		-0.8473928		-0.9401717		-0.47706985		0.27344084		-0.0024490356		-0.08671188		0.0024490356		0.8495555		0.8971472		1.4171696		1.5627627		1.5938497		1.289412		0.9494777		1.5067387		1.7706666				CHR3V7|COORD:19378013..19380271| mRNA capping enzyme family protein		AT3G52210.1		27.1		0		RNA.processing				 no descriptionmoderately similar to ( 272)AT3G52210| Symbols:  | mRNA capping enzyme family protein | chr3:19378013-19380271 FORWARDmoderately similar to ( 378)MCES2_ORYSAnot assigned Pox_MCEL 				Cluster: mRNA cap guanine-N7 methyltransferase 2 (EC 2.1.1.56) (mRNA (guanine- N(7)-)-methyltransferase 2); n=1; Oryza sativa|Rep: mRNA cap guanine-N7 methyltra		UniRef90_Q6K833				CHR02V5|COORD:33067266..33071309|protein S-adenosylmethionine-dependent methyltransferase/ catalytic, putative, expressed		LOC_Os02g54000.1		CUST_245_PI399408534		-3.183333		-1.6705381		3.183333		down

		35_19449		0.30206966		-0.06418896		0.59722424		-0.06395292		-0.34819317		-0.5642166		0.47810745		0.024698734		-0.024698734		0.6108985		0.2638588		-0.2178173		-0.27733994		-0.42852783		-0.9375124		-0.43406868		-0.488595		-0.25696993		-0.46612835		-0.043473244		-0.47666168		0.10040569		0.061944008		-0.17049837		-0.038056374		0.19530058		-0.17525625		0.6346936		0.97785234		0.3403411		1.2909465		1.4293003		1.2801852		1.3612957		0.9349508		0.90834045				CHR4V7|COORD:10606549..10609229| nodulin-related		AT4G19450.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 197)AT5G45275| Symbols:  | similar to nodulin-related [Arabidopsis thaliana] (TAIR:AT4G19450.1); similar to NFD4 (NUCLEAR FUSION DEFECTIVE 4) [Arabidopsis thaliana] (TAIR:AT1G31470.1); similar to Nodulin-like; Major facilitator superfamily MFS_1 [Medicago truncatula] (GB:ABE77921.1); similar to Os11g0107400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065544.1); similar to Os12g0106500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065940.1); contains InterPro domain Nodulin-like; (InterPro:IPR010658) | chr5:18351703-18354467 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nodulin-like Atrophin-1 PRK07003 PRK12323 HPC2 GRASP55_65 Herpes_BLLF1 PRK05648 				Cluster: Nodulin-like family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like family protein, expressed - Oryza sativa (japonic		UniRef90_Q2QYU1				CHR11V5|COORD:340402..344822|protein major Facilitator Superfamily protein, expressed		LOC_Os11g01590.1		CUST_68060_PI403524517		-2.188643		-1.1300367		2.188643		down

		35_7553		-0.78732777		-0.57396984		-0.6230526		-0.5977011		-0.69851685		-0.6692047		-0.6856642		-0.8041692		-1.4376636		1.0437965		0.8409138		0.6064682		1.1118402		0.39512634		0.9172926		0.44735527		0.18560505		0.38969994		-1.1161933		-0.1856041		-0.67002964		-0.27140808		-0.9037452		-0.4301529		-0.73327446		-1.1013746		-1.4457364		1.3581886		1.280386		1.4055281		1.3850727		1.4583998		1.5922337		1.5219193		1.6516056		1.5347624		1.00E-05		CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia		AT3G28780.1		35.2		0		not assigned.unknown				 no description		8.00E-25		Cluster: Hypothetical protein P0020C11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.24 - Oryza sativa (japonica cultivar-g		UniRef90_Q6Z7E4		4.00E-26		CHR02V5|COORD:21452475..21452107|protein hypothetical protein		LOC_Os02g35710.1		CUST_26070_PI403524517		-4.682537		-2.2272904		4.682537		down

		35_29668		-0.024289131		-0.43082142		-0.07037258		-0.026309013		-0.06837654		-0.1254425		0.28196144		0.019469261		-0.019469261		-0.29247475		-0.54728794		-0.79298687		-0.3005209		-0.08577633		-0.18640327		-0.5719223		-0.71224594		-0.6024885		-0.49110508		0.08991337		-0.3281088		0.26215553		0.08126736		0.11253834		0.11227703		0.37644768		0.3488779		0.76185226		0.9984579		1.075038		1.828906		2.027296		1.8610201		1.8053646		1.7716961		1.8721619						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_104086_PI403524517		-2.8148515		-1.4930588		2.8148515		down

		HU01I17w_at		-0.022815228		-0.77844477		0.13467836		0.022815228		0.28911257		0.51663256		1.2095666		0.9833741		0.5412321		0.28440714		-0.30141926		-1.0492501		-0.4316697		-0.6709938		-1.3827796		-0.24918175		-0.60580397		-0.42913055		-0.71397114		-0.8121691		-1.6510334		-0.75347996		-0.6082845		-0.77768326		0.1944294		0.13155699		-0.29855394		-0.5697646		4.8522363		3.40546		2.947945		4.74315		2.9827762		4.1588607		4.1158586		4.0635476		5.00E-27		fructose-1, 6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative / FBPase, pu		At1g43670.1     		2		0		major CHO metabolism.synthesis.sucrose.FBPase				fructose-1,6-bisphosphatase		1.00E-27		cytosolic fructose-1,6-bisphosphatase [Musa acuminata]		AAD28755.1      		6.00E-28		protein fructose-1,6-bisphosphatase		Os05g36270		CUST_17306_PI404877155		-15.986769		-3.9988065		15.986769		down

		35_5942		-0.12507963		0.07356644		-0.49880648		-0.15770245		-0.21045446		-0.2642846		0.09968662		0.2611003		-0.1498766		-0.102754116		-0.37926483		-0.30803156		-0.6408434		-0.44108915		-0.6981249		-1.0411444		-0.7639332		-0.7808714		-0.042286396		-0.018322468		-0.2004838		0.018322468		0.28619003		0.034981728		0.6911144		0.6446357		0.579731		0.84214926		0.8746815		1.0998669		1.6314268		1.715591		1.6101637		1.6939292		1.6173949		1.4458561				CHR1V7|COORD:904318..906012| phagocytosis and cell motility protein ELMO1-related		AT1G03620.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 290)AT1G03620| Symbols:  | phagocytosis and cell motility protein ELMO1-related | chr1:904318-906012 REVERSEnot assigned not assigned ELMO_CED12 				Rep: H0102C09.5 protein - Oryza sativa (Rice)		UniRef90_Q25AL1				CHR04V5|COORD:106159..110245|protein ELMO domain-containing protein 2, putative, expressed		LOC_Os04g01150.2		CUST_20477_PI403524517		-2.2513611		-1.1707975		2.2513611		down

		35_9853		0.76340866		-0.9587841		1.0289803		0.18327332		0.8113947		0.32744598		1.612566		0.86335945		0.8247099		1.6619473		0.06949997		-2.3979464		-0.58200264		-1.5101342		-2.2683773		-2.8673563		-3.0074592		-2.7959266		-1.3440747		-1.2550507		-2.4587607		-0.54873943		-0.23585415		-0.47103786		-0.06949997		-0.2250948		-1.0038671		-0.5811739		4.3434114		3.5187788		4.2346687		5.144619		4.2883224		4.755887		4.792925		4.734439		5.00E-23		CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator		AT3G48360.1		29		0		protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ				 no descriptionvery weakly similar to (89.7)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned ZnF_TAZ 		2.00E-37		Rep: H0510A06.17 protein - Oryza sativa (Rice)		UniRef90_Q25AK5		1.00E-38		CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed		LOC_Os04g40630.4		CUST_34176_PI403524517		-27.103897		-4.7604284		27.103897		down

		35_6584		0.2806692		-0.63767433		0.009774208		-0.28673172		-0.41288185		-0.48946667		-0.09738445		-0.30887604		-0.38294792		0.75947666		0.16153717		-0.11701965		0.31604958		-0.037652016		0.42050648		-0.10201359		-0.1902647		-0.11924744		-0.3632908		-0.009774208		-0.8426027		0.2930851		-0.1779089		0.19076061		0.26304054		-0.07248783		-0.49831772		0.20458984		0.65252686		0.9848175		2.1237822		2.1142883		2.2242804		2.2150812		2.3590794		2.3176584		1.00E-07		CHR1V7|COORD:17885804..17887523| F-box family protein		AT1G48400.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 DUF566 Gag_spuma PRK09169 DUF1777 PRK07003 PRK07764 Transformer TT_ORF1 Umbravirus_LDM Tymo_45kd_70kd 		3.00E-40		Cluster: Hypothetical protein OSJNBa0062J02.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0062J02.24 - Oryza sativa (japonica		UniRef90_Q67WY8		1.00E-41		CHR06V5|COORD:26497431..26495540|protein expressed protein		LOC_Os06g43990.1		CUST_22675_PI403524517		-3.5399606		-1.8237333		3.5399606		down

		35_20317		-0.03245163		-0.04549551		-0.14925861		0.050022125		0.032389164		-0.113465786		-0.30015564		-0.14720058		0.3082366		0.05329609		-0.26389122		-0.3348384		0.31273127		0.3530178		0.27253675		-0.032123566		-0.095846176		-0.08992624		-0.9201689		-0.73356104		-0.9416256		-0.28129578		-0.5729799		-0.39117622		0.032124043		0.105875015		-0.20612478		0.31519032		0.44842052		0.66137743		0.92439556		1.0749521		1.1178036		1.050303		1.2029991		1.1705093				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_70912_PI403524517		-2.4956775		-1.3194315		2.4956775		down

		35_6413		0.1780777		0.05741501		0.08848286		0.062332153		-0.10828018		-0.08534813		0.13018894		0.14612389		0.1003952		0.22781086		0.011410713		-0.11409378		0.060456276		-0.011410713		-0.5129938		-0.14360046		-0.17512703		-0.0748806		-3.388978		-2.6852875		-3.2444506		-2.3012443		-2.7195468		-2.5162363		-2.631845		-2.3461847		-2.3407354		-0.05721855		0.14913559		0.2006712		0.5048361		0.4576025		0.42048645		0.57882404		0.7260742		0.5732441				CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein		AT3G43230.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionmoderately similar to ( 300)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned DUF500 COG2930 				Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z4J7				CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed		LOC_Os07g17130.1		CUST_16773_PI399408534		-8.461464		-3.0809073		8.461464		down

		35_4058		0.5060921		-0.055927277		0.20420933		0.022019386		0.36698818		-0.027448654		0.5513687		0.33712673		0.31832886		0.27514935		-0.45749664		-0.34952354		-0.92843723		-1.1150675		-1.0032444		-0.29565048		-0.2356596		-0.37427616		-0.18094158		-0.13730335		-0.45771122		-0.03331089		0.0148983		-0.20746803		0.0019664764		-0.01651001		-0.24749851		-0.0019655228		2.7053413		0.880044		1.5287256		2.2879028		1.4973221		2.1970387		1.9011116		1.8767319				CHR5V7|COORD:19201033..19202694| ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase		AT5G47240.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 364)AT5G47240| Symbols: ATNUDT8 | ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase | chr5:19201033-19202694 FORWARDnot assigned Nudix_Hydrolase_12 NUDIX Nudix_Hydrolase Ap4A_hydrolase_human_like COG1051 Nudix_Hydrolase_21 Nudix_Hydrolase_14 Nudix_Hydrolase_17 Ap4A_hydrolase_plant_like Ap6A_hydrolase Nudix_Hydrolase_18 Nudix_Hydrolase_19 Nudix_Hydrolase_13 Nudix_Hydrolase_39 Nudix_Hydrolase_22 				Rep: OSIGBa0106P14.1 protein - Oryza sativa (Rice)		UniRef90_Q01I29				CHR04V5|COORD:27204350..27207137|protein nudix hydrolase 8, putative, expressed		LOC_Os04g46280.1		CUST_14142_PI403524517		-3.4651155		-1.7929034		3.4651155		down

		Contig11685_at		0.0030059814		-0.3331852		-0.17488956		-0.34086227		-0.4051838		-0.4792881		-0.037114143		-0.09884262		-0.1621933		0.4279871		0.34840298		-0.56102943		0.57041264		0.51685333		0.40955067		0.36846733		0.22325039		0.36243057		-0.9256544		-0.38078403		-0.7760439		-0.0030069351		-0.2047615		-0.24568176		-0.08149433		-0.11162853		-0.12445831		0.18778133		0.5367565		0.5192337		1.3679047		1.3809795		1.3494816		1.3906384		0.990139		1.0146637		1.00E-40		auxin-responsive protein / indoleacetic acid-induced protein 17 (IAA17)		At1g04250.1     		27		0		RNA.regulation of transcription.Aux/IAA family				0				P0509B06.6 [Oryza sativa (japonica cultivar-group)]		NP_914416.1     				protein AUX/IAA family		Os01g08320		CUST_1510_PI404877155		-2.4417224		-1.2878991		2.4417224		down

		Contig9337_at		-0.4458604		-0.64983225		-0.34840488		-0.114626884		-0.21086407		-0.12873745		-0.022220612		-0.1879549		-0.015680313		-0.37131262		-0.3935976		-0.4491353		0.118634224		0.16763687		0.23628712		0.24403858		0.43275547		0.19794655		-0.4382944		-0.19548512		-0.6609616		-0.1493206		0.033439636		0.030703545		0.01567936		0.0767231		-0.055401802		-0.20357418		2.1739893		0.9300442		2.0170517		2.447713		1.9477844		2.2862253		2.1478386		2.1898413				acyl-CoA oxidase (ACX2)		At5g65110.1     		11		0		lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH				acyl-CoA oxidase (gb|AAC13497.1)				acyl-CoA oxidase (ACX2) [Arabidopsis thaliana] dbj|BAB11647.1| acyl-CoA oxidase [Arabidopsis thaliana]		NP_201316.1     				protein acyl-CoA oxidase homolog		Os11g39220		CUST_15464_PI404877155		-3.7841814		-1.9199812		3.7841814		down

		HB26N23r_at		-2.1008835		-1.9240432		-2.1070833		-2.3140802		-1.8215241		-1.9423242		-1.0189137		-1.1227345		-1.2669697		-0.32460165		0.24920034		0.16045666		0.50048685		0.46278143		0.33695602		1.379354		1.6531157		1.4287448		-1.8201132		-1.6649394		-1.847404		-1.5990276		-0.71699		-1.3050208		-0.36220837		-0.16045666		0.30711555		0.81377363		0.7838898		0.792953		1.2780414		1.4031739		1.3717303		1.6674571		1.3566146		1.3248181		3.00E-06		AP2 domain-containing transcription factor family protein		At5g13330.1     		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				NONE		7.00E-12		OSJNBa0039C07.10 [Oryza sativa (japonica cultivar-group)] ref|XP_472341.1| OSJNBa0039C07.10 [Oryza sativa (japonica cultivar-group)]		CAE05154.2      		2.00E-13		protein AP2 domain, putative		Os04g32620		CUST_16599_PI404877155		-4.6523		-2.2179441		4.6523		down

		35_22957		-0.58315754		-0.52149963		-0.3918085		-1.936204		-1.789134		-1.8893604		-2.1932073		-2.1390352		-2.355578		1.1577349		1.156765		1.3370371		0.48072147		0.25928402		0.60293674		0.3057146		0.10724354		0.2038269		-1.0183372		-0.107242584		-0.60874367		-1.6787319		-1.9438667		-2.0805373		-1.706914		-2.0021539		-2.215639		1.2540846		0.964097		0.76381016		0.24011421		0.3655796		0.38478756		0.3619671		0.30222416		0.3032503		9.00E-09		CHR3V7|COORD:21489288..21494200| DNAJ heat shock N-terminal domain-containing protein		AT3G58020.1		35.2		0		not assigned.unknown				 no description		6.00E-05		Rep: Ida like-protein 4-related - Medicago truncatula (Barrel medic)		UniRef90_Q1SNA3				0		0		CUST_80058_PI403524517		-4.0941515		-2.0335646		4.0941515		down

		35_6518		-0.89645004		-1.9508926		-0.29311585		-0.5908878		-0.011420727		0.011420727		0.86227965		0.079622984		0.72913		-0.3961451		-1.0501373		0.09545612		-0.85064316		-0.87439823		-0.497391		-0.4541788		-1.4616255		-1.6212517		1.2803433		-0.4332385		1.0366933		-1.0726907		-2.2432318		-1.704212		-0.60423255		0.9668591		0.6245272		0.16223598		2.191447		1.6395257		2.1821558		2.333481		1.4754317		2.1445448		2.3662188		2.0190113				CHR1V7|COORD:29412793..29415077| APUM7 (ARABIDOPSIS PUMILIO 7); RNA binding		AT1G78160.1		35		0		not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein				 no descriptionmoderately similar to ( 303)AT1G78160| Symbols: APUM7 | APUM7 (ARABIDOPSIS PUMILIO 7); RNA binding | chr1:29412793-29415077 FORWARDnot assigned not assigned COG5099 				Cluster: Pumilio-family RNA binding repeat containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pumilio-family RNA binding repeat		UniRef90_Q2QQH7				CHR12V5|COORD:18589918..18592583|protein maternal protein pumilio, putative, expressed		LOC_Os12g31000.1		CUST_22441_PI403524517		-4.209628		-2.0736928		4.209628		down

		35_15728		0.1764698		-0.10646629		0.11278248		-0.066334724		0.16792011		-0.041026115		-0.19990349		-0.16598225		0.029698372		-0.23677778		-0.10002613		-0.46844578		-0.119600296		-0.003692627		0.137681		-0.08201885		-0.10760784		0.08930397		-0.7944555		0.003692627		-0.6039014		0.041535378		-0.13343143		-0.22538424		-0.18181705		-0.1742611		0.016735077		0.5077629		0.52948666		0.32823944		1.1032572		1.1607666		1.007719		1.3615913		0.9934654		1.0263529		1.00E-24		CHR2V7|COORD:17478197..17479597| remorin family protein		AT2G41870.1		27		0		RNA.regulation of transcription.putative transcription regulator				 no descriptionvery weakly similar to (61.6)AT2G41870| Symbols:  | remorin family protein | chr2:17478197-17479597 REVERSERemorin_C 		2.00E-31		Cluster: Remorin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin-like protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q84M49		8.00E-33		CHR03V5|COORD:33731717..33729828|protein remorin, putative, expressed		LOC_Os03g59360.1		CUST_10712_PI399408534		-2.1717846		-1.118881		2.1717846		down

		35_36964		0.062102795		-0.07674742		-0.19683123		0.53181505		1.664731		0.77931786		-1.1242447		-0.5323591		0.80261135		0.14434195		-0.14054441		0.18742466		-0.2482009		-0.09566164		-0.4096198		-0.6516595		-0.7211194		-0.27030277		-0.1639247		0.58154154		-0.1827569		-0.3209672		0.23780966		-0.110048294		-0.24894476		-0.062102318		-0.15823078		1.1152129		1.3410506		0.53988457		1.1692948		2.5782204		1.169558		2.2955637		2.7189112		2.5833702		1.00E-31		CHR3V7|COORD:3186441..3187830| calcium-binding EF hand family protein		AT3G10300.2		30.3		0		signalling.calcium				 no descriptionweakly similar to ( 132)AT3G10300| Symbols:  | calcium ion binding | chr3:3186441-3188080 FORWARDnot assigned not assigned 		1.00E-33		Cluster: EF hand family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar		UniRef90_Q2RAR8		2.00E-35		CHR12V5|COORD:1796406..1793262|protein grancalcin, putative, expressed		LOC_Os12g04240.2		CUST_13574_PI399408534		-3.412823		-1.7709656		3.412823		down

		35_3208		-0.19104958		-0.29066682		-0.8035426		-1.1856296		-0.054469585		-1.5132875		-0.33357525		-0.876518		-0.2253027		0.4789791		1.598917		0.57071733		-0.5492494		-0.0019254684		-0.35456634		3.6673346		3.619753		3.6438942		0.0019249916		-0.550586		0.40494967		-0.38257933		-0.88519955		-0.56275773		-0.03870678		-0.24353075		0.2455306		3.364863		5.4415293		1.3274441		2.1635551		2.5774903		2.2011452		2.361339		1.978652		1.8631473		2.00E-15		CHR1V7|COORD:790110..791414| extracellular dermal glycoprotein, putative / EDGP, putative		AT1G03230.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (78.6)AT1G03230| Symbols:  | extracellular dermal glycoprotein, putative / EDGP, putative | chr1:790110-791414 FORWARDvery weakly similar to (65.1)7SB1_SOYBNBasic 7S globulin precursor - Glycine max (Soybean)not assigned not assigned 				Rep: Xylanase inhibitor precursor - Hordeum vulgare (Barley)		UniRef90_Q6KE44		4.00E-33		CHR01V5|COORD:41470307..41468523|protein xylanase inhibitor, putative, expressed		LOC_Os01g71090.1		CUST_11327_PI403524517		-7.0129094		-2.810013		7.0129094		down

		35_7133		-0.18824387		-0.31462765		-0.3571329		-0.32786274		0.037875175		-0.35754585		-0.2712183		-0.44484234		-0.21585655		0.45972633		0.10873127		-0.19156265		0.08426666		0.017365456		-0.01736641		0.09874821		0.039269447		0.11367607		0.28935528		-0.5008116		-0.08826828		-0.61985016		-0.3876152		-0.755167		-0.39617252		-0.5096512		-0.51197624		0.75385857		0.7694988		0.27971077		0.6093464		0.6155529		0.61693954		0.74666786		0.61838055		0.6876354		7.00E-06		CHR3V7|COORD:22290842..22291608| UCC3 (UCLACYANIN 3); copper ion binding		AT3G60280.1		35.2		0		not assigned.unknown				 no description		4.00E-08		Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5		UniRef90_A1HY15		2.00E-06		CHR01V5|COORD:15340141..15333878|protein RNA binding protein, putative, expressed		LOC_Os01g26940.1		CUST_24574_PI403524517		-2.0275671		-1.0197498		2.0275671		down

		Contig4011_at		0.16561842		0.1462698		0.4882226		-1.1153045		-1.0599132		-1.4961395		-0.54858255		-1.3060341		-1.3345051		1.9512329		0.9856496		0.3200574		-0.63698053		-1.0416532		-1.4002371		-1.0407648		-0.14627028		-0.42256308		0.5756054		0.29945898		0.6539011		-0.6953993		-0.6887016		-0.8436713		-0.28174496		-0.3382945		-0.15377378		1.4793987		5.298319		3.4289389		2.0264902		3.7419243		1.7993307		2.5289135		2.3715553		2.2929773				4968371|oxygenase-related		At1g14520.1     		3		0		minor CHO metabolism.myo-inositol.myo inositol oxygenases				expressed protein, similar to myo-inositol oxygenase (Sus scrofa) gi:17432544:gb:AAL39076				oxygenase-related [Arabidopsis thaliana] gb|AAM97054.1| unknown protein [Arabidopsis thaliana] gb|AAN15506.1| unknown protein [Arabidopsis t		NP_172904.2     				protein expressed protein		Os06g36560		CUST_10270_PI404877155		-7.662577		-2.9378297		7.662577		down

		35_12153		-0.36604357		-0.69887066		-0.65947676		0.7355442		0.9561796		0.73681164		-0.4072399		-0.38885927		0.85872555		0.25947237		-0.17444992		0.4318695		0.01866579		-0.01866579		0.046993256		-0.86546516		-0.7505884		-0.5824981		-1.6434402		-1.201673		-2.064912		-0.5076752		-0.6384578		0.05796528		-0.8302741		-0.43892717		-0.32255507		0.49732733		0.48871326		0.49910975		1.3699594		1.5370665		1.2352605		1.0463262		1.6702294		1.4008241				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_42281_PI403524517		-3.800226		-1.9260852		3.800226		down

		35_16352		-0.45942354		-0.37851238		-0.6273141		-0.7393923		0.9179802		-0.4745431		-0.76434946		-0.5313325		-0.15708876		-0.0135240555		0.6020441		-0.5619397		-0.4168229		-0.07578087		0.2633257		2.290121		2.436059		2.3992538		0.15745878		0.068543434		0.0135240555		-0.83773136		-0.15688896		-0.9832969		-0.50761557		-0.59612465		-0.19443655		0.44106865		2.2811203		0.26022577		1.3000717		1.9144049		1.2708445		1.9097872		1.462574		1.2954922		2.00E-13		CHR2V7|COORD:13685154..13685631| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32190.1); similar to conserved hypothetical protein [Medicago		AT2G32210.1		35.2		0		not assigned.unknown				 no description		9.00E-20		Cluster: Os08g0205800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0205800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J7B6		4.00E-21		CHR08V5|COORD:6162007..6162950|protein expressed protein		LOC_Os08g10500.2		CUST_57339_PI403524517		-3.2171764		-1.6857951		3.2171764		down

		35_45008		0.5051265		-0.6565275		-0.33099985		-0.6360208		-0.008652449		-0.05514145		1.0864625		0.10606384		0.24634957		0.862571		0.18280816		-0.031202078		0.56937766		0.46936774		-0.0055451393		-1.1726645		-0.27818298		-0.8038075		-1.2253823		-0.5353484		-1.2645761		-0.824793		-1.1319095		-0.73469234		-0.5243262		0.0055451393		-1.1405185		1.3277755		2.6082556		2.6640623		3.6392643		3.665702		3.3712165		3.4886339		2.854524		2.928035		3.00E-12		CHR3V7|COORD:12354988..12355323| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24920.1); similar to At5g57685 [Medicago truncatula]		AT3G30725.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (68.2)AT3G30725| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24920.1); similar to At5g57685 [Medicago truncatula] (GB:ABE81292.1) | chr3:12354988-12355323 FORWARD		1.00E-24		Cluster: Hypothetical protein P0505A04.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0505A04.26 - Oryza sativa (japonica cultivar-g		UniRef90_Q67VL6		7.00E-26		CHR06V5|COORD:25654527..25655233|protein expressed protein		LOC_Os06g42660.1		CUST_161330_PI403524517		-13.635302		-3.7692747		13.635302		down

		35_16526		-0.32852364		-1.0403876		0.061419964		-0.07730627		-0.2572689		0.09141922		0.4186802		0.29787588		0.14716291		-1.483633		-0.72030354		-1.1548448		-1.8047273		-1.8798192		-1.8004789		-1.0016861		-0.7511735		-0.6513052		0.066868305		-0.46005964		-0.31863546		-0.070361614		-0.24991989		-0.05253887		0.20650768		0.06951618		0.23602057		0.602787		1.00807		0.05253887		1.0806222		1.541378		1.1186118		1.587183		1.3779178		1.4212503				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_57972_PI403524517		-2.2213552		-1.1514401		2.2213552		down

		35_30795		-1.198708		-1.7719011		-1.0255647		-2.813325		-2.5570164		-2.7856803		-1.0540342		-2.1007328		-1.9787235		0.367774		0.08194351		0.070124626		0.25436926		0.16959095		0.44327164		1.0873289		1.1921654		1.1876125		-1.1636753		-0.07012415		-0.48822737		-2.2569518		-2.1037598		-2.0272703		-0.6691952		-0.34643936		-0.25713062		0.67462015		0.973896		1.1505013		2.074008		2.0668554		1.9384317		2.320033		2.471695		2.4764662		7.00E-33		CHR5V7|COORD:1922043..1925279| carboxy-lyase		AT5G06300.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 136)AT5G06300| Symbols:  | carboxy-lyase | chr5:1922043-1925279 REVERSELysine_decarbox COG1611 		7.00E-38		Cluster: Os05g0591600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0591600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DFG8		4.00E-39		CHR05V5|COORD:29386739..29390982|protein carboxy-lyase, putative, expressed		LOC_Os05g51390.2		CUST_108254_PI403524517		-7.1432815		-2.836587		7.1432815		down

		Contig4917_at		-0.9180217		-1.2120514		-1.1017818		-0.23323822		-0.24822426		-0.3990364		-0.64215946		-0.56562614		-0.20349598		0.82038164		0.46576262		0.45283747		0.17923164		0.55281305		0.072824		0.22564936		0.33791208		0.44862366		-1.189322		-1.1033301		-1.3354263		-0.5503044		-0.32885504		-0.72724676		-0.15548658		-0.27975416		-0.072823524		1.1142993		1.243607		0.8511834		1.3515315		1.4001684		1.6666694		0.8296695		0.620975		0.61550283				aldehyde oxidase 3 (AAO3)		At2g27150.1     		17		0		hormone metabolism.abscisic acid.synthesis-degradation				aldehyde oxidase (EC 1.2.3.1) 2				aldehyde oxidase (EC 1.2.3.1) 2 - maize dbj|BAA23227.1| aldehyde oxidase-2 [Zea mays]		T01699          				protein putative aldehyde oxidase		Os03g57690		CUST_11250_PI404877155		-3.2832587		-1.7151284		3.2832587		down

		35_4274		0.19334221		-0.3409481		0.68362904		-0.042131424		0.1625185		-0.58677197		0.916049		0.1980524		0.09825516		1.8319035		0.5266619		0.042131424		-0.9761934		-1.3190169		-1.5569797		-2.3381853		-2.237598		-2.4583378		-0.22662926		-0.46231842		-0.6939354		-0.41352367		-0.22935772		-0.643178		-0.4476843		-0.600399		-0.7569008		0.63879776		3.5198202		2.8761559		2.785779		3.9270277		2.950469		3.5649605		3.0655499		3.1793804		5.00E-31		CHR5V7|COORD:8515262..8516544| BZO2H2 (basic leucine zipper O2 homolog 2); DNA binding / transcription factor		AT5G24800.1		27		0		RNA.regulation of transcription.bZIP transcription factor family				 no descriptionvery weakly similar to (97.1)AT5G24800| Symbols: ATBZIP9, BZO2H2 | BZO2H2 (basic leucine zipper O2 homolog 2); DNA binding / transcription factor | chr5:8515262-8516544 FORWARDvery weakly similar to (80.1)CPRF2_PETCRLight-inducible protein CPRF-2 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned BRLZ bZIP_1 				Rep: RISBZ5 - Oryza sativa (Rice)		UniRef90_Q9AVC9				CHR06V5|COORD:27301110..27298917|protein light-inducible protein CPRF-2, putative, expressed		LOC_Os06g45140.1		CUST_16394_PI399408534		-10.871128		-3.4424298		10.871128		down

		35_28089		-1.0944843		-1.464406		-1.1495714		-0.15156794		-0.03824711		-0.8305044		0.655035		-0.14059067		0.32519722		-0.81651354		-1.1448865		-0.7735214		-0.89116573		-0.92207384		-1.1030793		-1.275548		-0.95361376		-1.249712		1.5591497		-0.524148		1.4184179		-0.0100317		0.25845194		0.010031223		0.79116917		0.79665184		0.7194977		0.36606312		2.0530815		1.9121809		2.7767792		3.3862123		2.9896946		3.417142		3.0027008		3.0449429		8.00E-41		CHR3V7|COORD:5547834..5549403| myb family transcription factor		AT3G16350.1		27		0		RNA.regulation of transcription.MYB-related transcription factor family				 no descriptionweakly similar to ( 137)AT3G16350| Symbols:  | myb family transcription factor | chr3:5547834-5549403 FORWARDnot assigned 				Rep: MCB2 protein - Hordeum vulgare (Barley)		UniRef90_Q9AVV5				CHR01V5|COORD:24087195..24089348|protein MCB2 protein, putative, expressed		LOC_Os01g41900.1		CUST_14006_PI399408534		-3.9783728		-1.9921784		3.9783728		down

		35_2619		0.32785225		0.3529644		0.26654243		0.0935173		0.1911354		0.3736658		-0.06406307		0.024808884		0.05431366		0.082473755		0.1843481		0.12930965		0.2370615		0.33541298		0.2943325		0.5352602		0.6078615		0.57634354		-8.533529		-8.725367		-8.643566		-8.466153		-8.686116		-8.605305		-8.598411		-8.0387745		-8.6141615		-0.045184135		-0.024808884		0.15129662		-0.4253235		-0.54196835		-0.5227213		-0.38219833		-0.44038677		-0.50210476				0		0		35.2		0		not assigned.unknown				 no description		3.00E-30		Cluster: Os02g0825700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0825700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DW92		5.00E-31		CHR02V5|COORD:35426971..35425163|protein F-box domain containing protein, expressed		LOC_Os02g57860.1		CUST_9319_PI403524517		-302.75327		-8.241999		302.75327		down

		35_7257		-1.0337651		-1.3028791		-1.2243221		-0.033346653		-0.06400204		-0.27701378		-0.9594004		0.11074948		-1.7083167		0.26162195		0.5107055		0.016001463		0.047361374		-0.48237085		-0.016001225		0.9110532		1.1748958		0.90339804		-1.6293778		-0.20585537		-1.4604197		0.33260274		-0.7030852		-0.24606037		-0.51181316		-0.9551122		-2.3698092		1.0313373		0.8500948		0.80691195		1.8151889		1.9701772		1.9302545		2.0594954		1.567975		1.5901089		2.00E-23		CHR2V7|COORD:16462745..16465295| hydrolase, alpha/beta fold family protein		AT2G39410.2		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 106)AT2G39410| Symbols:  | hydrolase, alpha/beta fold family protein | chr2:16462745-16465295 FORWARDnot assigned PldB 		8.00E-29		Cluster: Hydrolase, alpha/beta fold family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein - Oryza sativa (j		UniRef90_Q2QYZ9		4.00E-30		CHR12V5|COORD:13099..11806|protein monoglyceride lipase, putative		LOC_Os12g01030.1		CUST_25008_PI403524517		-5.1855497		-2.374497		5.1855497		down

		35_1208		0.26547384		0.122247696		0.15416336		-0.09116602		0.5492797		-0.4591322		0.43310308		0.023085117		0.60501766		0.83340883		0.79125786		0.22379875		0.9417267		1.0226507		0.7974124		1.4867349		1.7559962		1.565803		-1.6360364		-1.9783049		-2.1131926		-1.3790398		-1.8082995		-1.3705654		-0.5029154		-0.83876085		-1.3228583		-0.40051508		-0.050526142		-0.023085117		0.07458687		0.17316914		-0.052005768		-0.18342781		-0.38575077		-0.56570673				0		0		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 243)JI60_HORVU60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)				Rep: 60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)		UniRef90_Q00531		7.00E-32		CHR11V5|COORD:3190193..3191111|protein jasmonate-induced protein, putative		LOC_Os11g06610.1		CUST_4373_PI403524517		-2.4315176		-1.281857		2.4315176		down

		HvAAO4		-0.9706707		-1.533298		-1.1907306		-0.70483875		-0.53482056		-0.49682426		-0.53223324		-0.8624506		-0.37977266		0.8770652		0.12333965		0.3409829		0.11658907		0.5618272		-0.007874489		0.0950861		0.1775527		0.23729658		-1.5825129		-1.7232375		-1.8524258		-0.62970924		-0.8458257		-1.1061597		-0.45860338		-0.34451962		0.007874012		0.99491835		1.1780329		0.8987255		1.3645029		1.2780471		1.5580144		0.86832094		0.5813556		0.782526										0																				CUST_499_PI399407379		-4.0122066		-2.004396		4.0122066		down

		35_13152		-0.28647423		-0.17920685		-0.073228836		0.09989452		0.03596878		-0.027067184		-0.1891594		-0.1625824		0.040545464		0.09031868		0.22200012		0.15545273		0.26829052		0.3338604		0.34051323		0.05972767		0.2883072		0.027068138		-1.3258667		-0.9894333		-1.23143		-0.99373436		-1.1265497		-0.9415951		-0.9560261		-0.94119835		-0.9051695		-0.3076582		-0.3349104		-0.052618027		0.29227066		0.3844719		0.46769333		0.42572403		0.26829052		0.37721157				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_45906_PI403524517		-2.3207784		-1.2146088		2.3207784		down

		35_3221		1.16E-04		-1.17E-04		-0.3266306		-0.147439		-0.54750514		-0.1760211		-0.8785763		-0.77657795		-0.3359542		1.1503181		0.85847616		1.2510138		0.6017637		0.66515064		0.7143822		0.3603282		0.6278329		0.40103626		-1.4143267		-0.2018199		-1.0601878		-1.0536981		-0.8420267		-0.997566		-1.4022899		-0.50118756		-0.7692349		0.7901163		0.7989049		1.2859383		0.8808489		0.9174137		0.5965204		0.69845915		0.3433361		-0.15295172				CHR4V7|COORD:5551518..5552710| transporter		AT4G08690.2		34.99		0		transport.misc				 no descriptionmoderately similar to ( 223)AT4G08690| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr4:5551518-5552710 REVERSEnot assigned not assigned SEC14 SEC14 CRAL_TRIO CRAL_TRIO_N 				Cluster: Hypothetical protein OSJNBa0034K10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0034K10.5 - Oryza sativa (japonica cu		UniRef90_Q5WMM0				CHR05V5|COORD:10654949..10651654|protein transporter-like protein, putative, expressed		LOC_Os05g18470.1		CUST_11371_PI403524517		-3.0316486		-1.6001025		3.0316486		down

		35_31596		0.019803047		-0.27350664		-0.64270496		-0.72598696		-0.062886715		-0.66327524		-0.7991805		-0.14039755		-0.36713314		0.19595623		0.5549793		0.45263052		0.35784912		0.32465363		0.7050934		0.98195934		0.64331913		0.8051095		-0.9791131		-0.34572697		-1.1354933		-0.9051056		-0.51800156		-0.78163004		-0.46942854		-0.85464287		-0.18444872		0.6037259		0.74546576		0.09071159		0.06394243		0.22668266		-0.01980257		0.39336443		0.3431425		1.0343018						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_111274_PI403524517		-2.1035		-1.0727917		2.1035		down

		35_38581		-0.527691		0.09757757		0.13431907		0.31570196		0.05177498		-0.4513967		-0.09917426		-0.31688285		-0.66410315		-0.23687208		0.28305817		-0.7166462		-0.25482213		-0.507409		-0.21444452		0.24471354		0.5369723		0.49764657		-0.7688525		-0.838539		0.9340954		-0.73533404		-0.527691		-0.5946379		-0.16182911		-0.6342915		-0.05177498		5.0178924		5.1525197		4.9229317		4.911631		5.053415		5.035447		4.6720066		4.777877		4.9065075		2.00E-17		CHR2V7|COORD:7732318..7734034| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35920.2); similar to Unknown protein [Oryza sativa (japonica		AT2G17780.3		30		0		signalling.receptor kinases.DUF 26				 no descriptionvery weakly similar to (86.3)AT2G17780| Symbols: MCA2 | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35920.2); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM51833.1); similar to Os03g0157300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049013.1) | chr2:7732890-7734034 REVERSEvery weakly similar to (50.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned 		9.00E-43		Cluster: Cytokinin-regulated kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytokinin-regulated kinase-like - Oryza sativa (japonica cultivar-gro		UniRef90_Q5VMJ7		4.10E-44		CHR06V5|COORD:2662465..2660305|protein protein kinase, putative, expressed		LOC_Os06g05830.1		CUST_29886_PI399408534		-39.790234		-5.3143425		39.790234		down

		35_23158		-0.35609627		-0.31657648		-0.5778899		-0.89536476		-1.236783		-0.9445238		-0.977705		-0.81035805		-0.975935		1.4322791		1.4293771		0.8601608		0.73591423		0.51651096		0.22309208		0.33815908		0.27681446		0.67170477		-0.51224375		-0.22309208		-0.34790134		-0.6459799		-2.0423343		-1.321594		-0.6180382		-0.7735648		-1.3155365		1.140976		1.5653992		1.4690623		0.7562394		1.1004043		0.8492975		0.67733145		0.45298195		0.5827117				CHR1V7|COORD:10997256..11000524| vacuolar sorting receptor, putative		AT1G30900.1		29		0		protein.targeting.secretory pathway.vacuole				 no descriptionweakly similar to ( 181)AT1G30900| Symbols:  | vacuolar sorting receptor, putative | chr1:10997256-11000524 FORWARDweakly similar to ( 153)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 				Cluster: OSJNBa0085I10.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0085I10.18 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7X6L7				CHR04V5|COORD:30784767..30789016|protein vacuolar sorting receptor 7 precursor, putative, expressed		LOC_Os04g52190.1		CUST_80742_PI403524517		-3.5348086		-1.8216321		3.5348086		down

		Contig7382_s_at		0.2633791		-0.7322087		0.21878767		0.26532078		0.40590096		0.28640985		0.9118066		1.0882506		0.7839956		0.46690893		-0.374187		-1.0035868		-0.66194916		-0.9186554		-1.1097527		-0.58122826		-0.70858335		-0.63382816		-0.8933768		-0.9068332		-1.8386376		-0.8704257		-0.72738075		-1.0416512		0.029433727		-0.02943325		-0.40967226		-0.6539111		4.9942827		3.430831		2.990306		4.7871046		3.0952644		4.132349		3.9700766		3.9346418				fructose-1, 6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative / FBPase, pu		At1g43670.1     		2		0		major CHO metabolism.synthesis.sucrose.FBPase				fructose-1,6-bisphosphatase				fructose-1,6-bisphosphatase [Porteresia coarctata]		AAF23509.1      				protein fructose-1,6-bisphosphatase		Os05g36270		CUST_13649_PI404877155		-17.779003		-4.1521025		17.779003		down

		35_41863		0.23359728		-0.12942266		-0.09672165		-0.12292957		-0.02067566		0.19125557		-0.27384377		-0.63909817		0.02067566		0.9196811		0.40428066		0.5122819		0.5187774		0.37391663		0.5065303		-0.43819714		-0.18809986		-0.25556183		-0.07564211		-0.11292219		-0.22994614		-0.4603567		-0.4806552		-0.13596678		-0.6092658		-0.4156747		-0.50489616		0.6479788		0.3885212		0.31901932		0.982378		0.99428034		0.7966356		0.65263605		0.70644426		0.7637992				CHR1V7|COORD:3162004..3165124| ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor		AT1G09770.1		27		0		RNA.regulation of transcription.MYB-related transcription factor family				 no descriptionmoderately similar to ( 255)AT1G09770| Symbols: AtMYBCDC5, CDC5, ATCDC5 | ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor | chr1:3162004-3165124 FORWARDnot assigned REB1 				Rep: OSIGBa0130K07.8 protein - Oryza sativa (Rice)		UniRef90_Q01LJ9				CHR04V5|COORD:16392478..16399791|protein cell division cycle 5-like protein, putative, expressed		LOC_Os04g28090.1		CUST_15038_PI399408534		-2.0431283		-1.0307798		2.0431283		down

		35_50016		-0.042967796		-0.012263775		0.040521145		-0.60251427		-0.7034807		-0.79111814		-0.29627037		-0.17384052		-0.62706375		0.2427535		0.10549879		-0.31379843		0.12807989		-0.13215494		0.012263775		1.0668311		1.0363402		1.1029782		-0.45906687		0.04270172		-0.20245218		-0.57760763		-0.7456999		-1.0033422		-0.35153198		-0.49332714		-0.30168772		0.1540904		0.27843618		0.3492856		0.74813986		0.68796015		0.7373471		0.920794		0.9514451		0.8192029						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_179849_PI403524517		-2.1170852		-1.0820794		2.1170852		down

		Contig2479_at		-0.81939983		1.191412		1.1699877		-0.49568987		-0.028413773		-0.8074913		0.120539665		0.86623		0.015249252		-0.015249252		-0.56312704		-2.1599288		-1.5143709		-1.3766809		-1.4411345		-0.12227583		-0.36481333		-0.22534561		2.2370958		1.1722803		2.24339		-0.8782506		2.3376532		-1.0164943		-0.62123203		-0.6895852		-0.6285467		2.3190165		3.4962711		1.1336098		1.174756		2.1971865		1.4888754		2.620967		2.3922653		2.572978		4.00E-30		DRE-binding protein (DREB1C) / CRT/DRE-binding factor 2 (CBF2)		At4g25470.1     		20		0		stress.abiotic.drought/salt				NONE				DRE-binding protein 1A [Oryza sativa]		AAN02486.1      				protein DRE-binding protein 1A		Os09g35030		CUST_8370_PI404877155		-3.2339346		-1.6932905		3.2339346		down

		35_17633		0.47123337		-0.057864666		-1.1212058		-0.05616045		0.26052427		0.3749962		-0.54262733		-1.2490392		0.06397772		0.47937822		0.12921906		-0.48999548		0.15579224		0.3980651		0.49221468		-0.12742567		-0.013114452		-0.16850281		-0.14518404		-0.31600237		-0.44238758		-0.65533876		-0.70618486		-0.5321102		-0.6241832		-0.77807856		-0.7028179		0.5293536		0.39879513		0.7171202		0.46952295		0.73864365		0.0131139755		0.4074936		0.80261135		0.62957287		2.00E-31		CHR3V7|COORD:7913188..7918886| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-gr		AT3G22380.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (99.0)AT3G22380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060049.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84664.1) | chr3:7913188-7918886 FORWARDPRK07003 				Cluster: Os07g0571100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0571100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D5B0				CHR07V5|COORD:23054053..23047743|protein expressed protein		LOC_Os07g38360.4		CUST_61797_PI403524517		-2.0959623		-1.0676128		2.0959623		down

		35_26313		-0.26304293		-0.49205303		0.027243614		0.012338638		0.3003626		-0.012337685		0.22128773		0.039634705		0.36096287		-0.49153376		-0.56142664		-0.88553905		0.34293938		0.45930672		0.3021593		0.47904873		0.4901266		0.377841		-0.9770012		-0.34446573		-1.2589202		-0.52342844		-0.86821747		-0.5291152		-0.28529596		-0.4326744		-0.85941935		-1.0881748		-0.43220377		-0.10371113		1.466855		1.1723347		1.3909063		1.228406		1.4212656		1.3409328				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_92024_PI403524517		-2.613762		-1.3861277		2.613762		down

		35_26418		-0.5199833		-0.26677895		0.0068950653		-0.35202646		-0.11628103		-0.47027683		-0.20189953		-0.058461666		-0.071516514		-0.28026962		0.59273434		-0.15163946		0.29966307		0.35224485		-0.0634141		0.69279575		0.5335264		0.7247019		-0.7129011		0.18238497		-0.5199833		-0.2551298		-0.16289616		-0.48063993		-0.006895542		-0.48367977		0.2482791		0.3998828		1.3460779		0.9989953		1.9250302		2.16788		1.8354712		2.4652061		2.2390366		2.2097626		7.00E-12		CHR4V7|COORD:12121408..12124048| CRK6 (CYSTEINE-RICH RLK 6)		AT4G23140.2		30		0		signalling.receptor kinases.DUF 26				 no descriptionvery weakly similar to (67.0)AT4G23140| Symbols: RLK5, CRK6 | CRK6 (CYSTEINE-RICH RLK 6) | chr4:12121408-12124048 FORWARD		1.00E-20		Cluster: Serine/threonine kinase receptor-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine kinase receptor-like protein - Oryza s		UniRef90_Q84SG8		1.00E-23		CHR07V5|COORD:21173358..21176869|protein protein kinase, putative, expressed		LOC_Os07g35410.1		CUST_33528_PI399408534		-3.932434		-1.9754226		3.932434		down

		35_1340		-1.2123476		-1.0438858		-1.3878067		-1.4109701		-1.4196479		-1.0186578		-1.3768939		-1.3991165		-1.4131402		-1.3148717		-1.36942		-1.3298376		-1.3858001		-0.9153557		-1.4069272		-1.4039179		-1.3602418		-1.3843521		3.1075206		3.166514		2.732101		2.419611		1.6875501		2.0825152		1.9437408		0.9153557		1.2371244		4.120344		4.19988		3.8182364		3.6642132		3.26055		3.7531672		3.2487698		3.6683722		3.5779757		7.00E-17		CHR1V7|COORD:5901162..5903432| leucine-rich repeat family protein		AT1G17250.1		20.1		0		stress.biotic				 no descriptionvery weakly similar to (85.1)AT1G17250| Symbols:  | leucine-rich repeat family protein | chr1:5901162-5903432 REVERSEvery weakly similar to (60.8)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)				Cluster: Ice recrystallization inhibition protein 1 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aesti		UniRef90_Q56B90		3.00E-25		CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed		LOC_Os07g01710.1		CUST_4854_PI403524517		-2.9438808		-1.5577192		2.9438808		down

		35_43961		-0.5364642		-0.71829534		-0.87249756		-0.14083242		-0.13726091		-0.5371554		0.35750484		-0.04264307		0.017207623		-0.5865171		-0.27000713		-1.1744962		-0.3536613		-0.44468474		-0.65711355		-0.71244264		-1.1263251		-0.5722554		0.28004122		-0.017207623		-0.64265585		0.21023178		0.38225842		0.10462141		0.911242		0.782146		0.24535513		0.12246895		1.4405389		1.2624493		1.9529681		2.4099493		1.7780566		2.165429		2.1651525		2.4310346						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_157433_PI403524517		-2.8223376		-1.4968905		2.8223376		down

		35_33144		0.048570633		-0.4569931		-0.26877594		-0.17169094		-0.27970886		-0.3781786		-0.10356665		-0.54160976		0.31808472		0.48360682		-0.20799494		-0.42758608		-0.05365038		0.15439415		0.008304119		0.10908556		-0.079781055		-0.008303642		-0.8763466		-0.44340277		-0.68731594		-0.019088745		-0.6157961		-0.34139967		0.18090057		0.34506226		0.23625898		0.149333		0.5246186		0.61818933		1.5212421		1.5692501		1.3769212		1.0318604		1.0652599		0.9701624						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_116937_PI403524517		-2.3416927		-1.2275517		2.3416927		down

		35_20042		-0.45655656		-0.90222335		-2.2033777		0.03884244		-0.5161624		-0.7927947		0.6472409		0.2345264		-0.097572565		-1.3178926		-0.03884244		-0.5693052		2.909654		-1.6352652		5.554656		-2.2154653		-0.2928071		-0.85475445		-0.4079759		-1.8185087		-0.9797566		-0.8219383		0.052286148		-0.8905864		1.1060455		0.75291705		0.36881423		7.3028917		7.645194		7.6554556		8.240138		8.2796		8.190366		8.244914		8.267442		8.231606				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_70018_PI403524517		-315.08344		-8.29959		315.08344		down

		35_20791		-1.6129473		-1.184		-0.92817056		1.1829185		0.1805737		0.3551798		0.6118524		0.6118524		-0.9221567		-0.31609464		-1.1286896		-0.18057394		-1.656177		-0.63492584		0.69019294		-1.6523026		-0.6072664		-0.80761194		-1.2020204		-1.6173502		-0.87356925		0.6516671		1.156796		0.36259127		-1.6598195		-1.187474		-1.6461662		7.8620358		8.293058		8.164395		8.293973		8.196712		8.282049		8.047546		8.149195		8.07115		8.00E-20		CHR3V7|COORD:21970848..21973535| ACR4 (ARABIDOPSIS CRINKLY4); kinase		AT3G59420.1		29		0		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				 no descriptionvery weakly similar to (94.4)AT3G59420| Symbols: ACR4 | ACR4 (ARABIDOPSIS CRINKLY4); kinase | chr3:21970848-21973535 REVERSEvery weakly similar to (98.2)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned 		2.00E-29		Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap		UniRef90_Q2QQC1		8.00E-31		CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein		LOC_Os12g31560.1		CUST_72541_PI403524517		-451.78613		-8.819496		451.78613		down

		35_4387		-0.17489028		-0.8117418		-0.9122672		-0.71587753		-1.8193743		-1.7614188		-0.92867184		-0.7164123		-0.017022371		0.017022371		-1.1060247		-1.912209		-0.9791212		-0.76370835		-1.53695		-1.9065936		-1.6558192		-1.2169074		0.38676333		0.206599		-0.49963593		0.26211834		0.092017174		0.43690085		0.9311085		1.2059116		0.5168333		0.52328634		2.0219336		1.8693862		2.2571588		2.8808904		2.3417273		2.3001647		2.5530863		2.6568003				0		0		35.2		0		not assigned.unknown				 no descriptionnot assigned NAD_binding_2 		2.00E-08		Cluster: Putative 3-hydroxyisobutyrate dehydrogenase, mitochondrial; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-hydroxyisobutyrate		UniRef90_Q653U8		8.00E-10		CHR06V5|COORD:28138206..28141556|protein 3-hydroxyisobutyrate dehydrogenase, mitochondrial precursor, putative, expressed		LOC_Os06g46372.1		CUST_15217_PI403524517		-3.3937223		-1.7628685		3.3937223		down

		35_30032		0.16343164		0.28014994		-0.38346052		0.4126191		0.41344118		0.826705		-0.32901764		-0.26762724		0.2824955		0.31680918		0.35055017		-0.23446512		0.33473587		0.316154		0.76327324		-0.026023388		-0.32549095		-0.118056774		-1.5962071		-1.215653		-1.4305367		-0.9683976		-1.5064416		-0.8206029		-1.3321099		-1.1926141		-1.3409925		0.1676526		0.13042068		0.035642624		0.026022911		0.07716608		-0.16044855		-0.20580721		0.21148968		0.24517345		1.00E-06		CHR5V7|COORD:17396963..17402615| COP1-interacting protein-related		AT5G43310.1		35.2		0		not assigned.unknown				 no description		1.00E-18		Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10A91		3.00E-20		CHR03V5|COORD:36286751..36297543|protein expressed protein		LOC_Os03g64320.1		CUST_105450_PI403524517		-2.5064614		-1.325652		2.5064614		down

		AJ303355_at		-0.8701844		-1.2426672		-1.4179924		-0.5105114		-0.01799059		-0.9356022		0.9537444		-0.009203434		0.6325712		-0.63032675		-1.662713		-0.20526361		-0.6293664		-0.74270535		-0.8554435		-1.3156581		-1.0391808		-1.3400126		2.647099		-0.4047594		2.868915		0.009203434		0.27133465		-0.48909855		1.3451562		1.0835052		1.033639		0.6638026		2.2707133		2.3545399		3.1191878		3.656425		3.311708		3.77315		3.5794759		3.5238423		7.00E-41		myb family transcription factor		At3g16350.1     		27		0		RNA.regulation of transcription.MYB-related transcription factor family				NONE				MCB2 protein [Hordeum vulgare subsp. vulgare]		CAC24845.1      				protein Transposable element protein, putative		Os01g41900		CUST_58_PI404877155		-3.9655998		-1.987539		3.9655998		down

		HVSMEb0006O18r2_at		0.079268456		-0.6014137		0.15872383		-0.1357603		-0.22893715		-0.2625456		0.667058		0.42050648		0.045612335		0.2054491		-0.04561329		-0.65658665		-0.58431244		-0.5625696		-0.7139969		0.30701256		0.1757412		0.15894127		-0.4426689		-0.52979755		-0.88058376		-0.38957214		-0.35275173		-0.2951212		-0.24722481		-0.4045372		-0.26546764		0.42433548		2.2920523		1.9483385		1.7179136		2.6288862		1.7498941		2.082221		1.5295486		1.587224				0		0		20		0		stress.abiotic.heat				DnaJ protein homolog				0		0				0		0		CUST_18014_PI404877155		-4.583532		-2.1964598		4.583532		down

		35_30065		0.031628132		-0.25602913		-0.2829013		0.08430147		-0.08307457		-0.029397964		-0.104198456		-0.16000223		-0.010673046		0.03614807		0.09159517		0.11315346		-0.14907646		-0.05374813		-0.084812164		-0.052042484		0.052236557		-0.022738457		-0.5929961		-0.0752635		-0.4068246		0.0705595		-0.21476078		-0.21850157		0.0073843		0.09606171		-0.007384777		1.6082907		1.5214281		1.6233196		1.7087812		1.7083969		1.6228008		1.8601818		1.9956102		1.8672171						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_105572_PI403524517		-3.663147		-1.8730836		3.663147		down

		35_27964		-0.17075396		-0.34441328		-0.51316833		0.13892698		0.10078716		0.24956703		-0.72282887		-0.80576706		-0.09068775		0.27176094		-0.27633667		-0.18286467		0.23395157		0.5996318		0.4961338		0.40480328		0.077207565		0.33229923		-0.99842834		-0.31222248		-0.77478266		-0.45778275		-0.85512686		-0.18316841		-0.73062134		-0.78825617		-0.8290787		-0.028427124		0.107792854		0.24637318		0.61167145		0.6833029		0.028427124		0.3683324		0.5180993		0.6011872				0		0		35.2		0		not assigned.unknown				 no descriptionPB1 PB1 				Cluster: Putative maize transposon MuDR mudrA-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative maize transposon MuDR mudrA-like protein -		UniRef90_Q9AYI6				CHR10V5|COORD:351014..344789|protein transposon protein, putative, Mutator sub-class, expressed		LOC_Os10g01550.1		CUST_97942_PI403524517		-2.0102272		-1.0073586		2.0102272		down

		Contig15334_at		0.064837456		0.02986908		0.10983944		0.09607601		-0.20123482		-0.07688904		0.62230015		0.3292246		0.13642311		0.29139233		0.118935585		-0.05416107		-0.27843952		-0.46226597		-0.30471134		-0.71268654		-0.4442587		-0.41966248		-0.8191147		-0.7222767		-0.951313		-0.24542618		-0.80207443		-0.6520977		-0.14869118		-0.19351101		-0.029870033		0.571167		0.34858036		0.34760284		0.8516016		0.772686		0.757884		0.5424576		0.23947716		0.2936325		2.00E-18		ABA-responsive element-binding protein 2 (AREB2)		At3g19290.1     		27		0		RNA.regulation of transcription.bZIP transcription factor family				NONE		5.00E-30		bZIP transcription factor ABI5 [Hordeum vulgare subsp. vulgare]		AAO06115.1      		8.00E-22		protein bZIP transcription factor ABI5		Os09g28310		CUST_4365_PI404877155		-2.0450876		-1.0321627		2.0450876		down

		Contig17575_at		0.5347185		0.4238844		0.8532858		-0.59464645		0.50803185		-0.8780775		0.09474659		-0.52307034		-0.30857372		1.5933867		1.3929472		0.3678379		-1.1626244		-1.3421288		-0.81215477		-1.2972708		-1.4470758		-1.3736162		0.07069397		-0.07069397		-0.16841412		-0.5129385		-0.7009907		-0.59159756		-0.6724367		-1.559001		-1.5636921		1.9439831		2.6235323		2.1714802		1.3738232		1.7266216		1.261755		1.071147		0.7948961		0.9486866				29859033|transporter-related		At1g79360.1     		34.99		0		transport.misc				organic cation transporter-related, low similarity to Organic cation/carnitine transporter 2 (Solute carrier family 22, member 5) (High-affinity sodium-dependent carnitine cotransporter) from {Homo sapiens} SP:O76082, {Rattus norvegicus} SP:O70594; contai				putative organic cation transporter [Oryza sativa (japonica cultivar-group)]		BAC83382.1      				protein Major Facilitator Superfamily		Os07g37450		CUST_5644_PI404877155		-4.554276		-2.1872218		4.554276		down

		35_6259		0.026472092		0.22035837		0.31870413		-1.1585536		-0.9909029		-1.4303308		-1.1742864		-1.9204798		-2.138363		1.0797863		1.4027395		1.5240011		-0.026472092		-0.47881746		-0.26442575		-0.634953		-0.41823196		-0.6491618		-0.09168434		1.1473551		0.47964668		-1.0259194		-1.4869514		-1.7098956		-1.1250563		-1.1984873		0.23747349		1.6801643		1.40024		1.2024727		0.64438057		0.68183327		0.66459846		0.6636152		0.5411644		0.7503195				CHR1|COORD:2621901..2627718| similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:At5g06839.1); similar to basic leucine zipper		AT1G08320.3		27		0		RNA.regulation of transcription.bZIP transcription factor family				 no descriptionmoderately similar to ( 381)AT1G08320| Symbols:  | DNA binding | chr1:2622110-2627448 REVERSEmoderately similar to ( 348)HBP1C_WHEATTranscription factor HBP-1b(c1) - Triticum aestivum (Wheat)BRLZ bZIP_1 				Cluster: BZIP transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP transcription factor - Oryza sativa (japonica cultivar-group)		UniRef90_Q53Q70				CHR11V5|COORD:2464637..2458158|protein TGACG-sequence-specific DNA-binding protein TGA-2.1, putative, expressed		LOC_Os11g05480.1		CUST_21904_PI399408534		-2.7220635		-1.4447007		2.7220635		down

		35_1858		-0.3894868		-0.28221655		-0.26447105		-0.06250572		-0.003941059		0.17177868		-0.27241945		-0.17377186		0.26025438		0.003941059		0.058033466		0.17268515		0.16245604		0.36917877		0.49556637		-0.44300985		-0.12225056		-0.2175231		-0.82519007		-0.34633207		-0.5830364		-0.24711084		-0.56633425		-0.18734837		-0.21837902		-0.062036037		0.1622014		1.3910818		1.3628974		1.6893649		1.88871		1.8497791		1.6320462		1.2998753		1.7131147		1.6377225		5.00E-08		CHR1V7|COORD:7453681..7454976| ATEXT3 (EXTENSIN 3); structural constituent of cell wall		AT1G21310.1		35.2		0		not assigned.unknown				 no description		5.00E-09		Cluster: Os01g0909300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0909300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JGR5				0		0		CUST_6692_PI403524517		-3.8012185		-1.9264619		3.8012185		down

		35_15892		0.114813805		0.25584698		0.119093895		0.26718712		0.075003624		0.056340218		-0.080078125		-0.06362152		0.00995636		0.42294502		0.3004589		0.5384569		-0.004172325		0.009121895		-0.3872347		-0.12553596		-0.044786453		-0.07548523		-0.6855345		-1.4352407		-1.0929356		-1.3189592		-1.4882011		-1.4274235		-1.3404341		-1.3749084		-1.4856005		0.5679226		0.382226		0.36587143		-0.009888649		0.004172325		0.053645134		0.08137226		0.017173767		-0.026878357				CHR2V7|COORD:10294097..10296530| cytosol aminopeptidase		AT2G24200.1		29.5		0		protein.degradation				 no descriptionmoderately similar to ( 312)AT2G24200| Symbols:  | cytosol aminopeptidase | chr2:10294097-10296530 REVERSEmoderately similar to ( 336)AMPL2_ORYSAnot assigned PRK00913 Peptidase_M17 Peptidase_M17 PepB PRK05015 				Cluster: Leucine aminopeptidase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Leucine aminopeptidase 2, chloroplast precursor - Oryza sativa (Rice)		UniRef90_Q6K669				CHR02V5|COORD:33776827..33773391|protein leucine aminopeptidase 3, chloroplast precursor, putative, expressed		LOC_Os02g55140.1		CUST_55833_PI403524517		-2.7394242		-1.4538727		2.7394242		down

		35_5446		-0.7509222		-0.75878525		-0.912549		-1.6661515		-2.0431738		-1.6306572		-1.5919766		-1.3420253		-1.6663904		1.1531839		0.87146664		0.4092369		0.7410965		0.86360264		0.27479935		1.224783		1.2439108		1.2500181		-0.5257492		-0.6851387		-0.0034427643		-1.105051		-1.0853391		-1.1163235		-1.3532147		-0.98606586		-0.8689337		0.003443718		0.44201756		0.34768772		0.5071955		0.70141125		0.483613		0.21405888		0.026464462		0.079794884				CHR2V7|COORD:18606650..18608312| ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4)		AT2G45110.1		10.7		0		cell wall.modification				 no descriptionmoderately similar to ( 225)AT2G45110| Symbols: EXPB4, ATHEXP BETA 1.1, ATEXPB4 | ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4) | chr2:18606650-18608312 FORWARDmoderately similar to ( 364)EXB11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07764 PRK07003 Herpes_BLLF1 PRK12323 				Rep: Expansin-B11 precursor - Oryza sativa (Rice)		UniRef90_Q6H676				CHR02V5|COORD:26642968..26644738|protein beta-expansin 4 precursor, putative, expressed		LOC_Os02g44108.1		CUST_18816_PI403524517		-2.2509742		-1.1705495		2.2509742		down

		35_4313		0.29093647		-0.4815197		-0.030142784		0.12443447		0.008313179		0.14069748		0.7209759		0.45802212		0.30115032		0.21277618		-0.35911083		-0.66055775		-0.5413561		-0.49478912		-0.90988255		0.05114937		0.14620972		0.182724		-0.27569103		-0.92139053		-0.30858994		-0.8315382		-0.5456753		-0.9608154		-0.6254711		-0.7975788		-0.92345524		-0.31275368		2.1862707		-0.008313179		1.1792088		1.5327177		1.0964298		1.4487705		1.262042		1.229496		8.00E-10		CHR1V7|COORD:30408755..30409441| J8; heat shock protein binding / unfolded protein binding		AT1G80920.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned DnaJ PRK12323 DnaJ PRK07764 DnaJ PRK07003 TT_ORF1 CbpA 		4.00E-36		Cluster: Hypothetical protein P0453H04.34-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453H04.34-1 - Oryza sativa (japonica cultiv		UniRef90_Q67UQ4		2.00E-37		CHR06V5|COORD:26646797..26645327|protein dnaJ protein, putative, expressed		LOC_Os06g44160.1		CUST_14959_PI403524517		-3.3776228		-1.7560083		3.3776228		down

		35_249		0.17725658		0.10427809		0.40073013		-0.47426367		-0.56863976		0.14119291		-0.5164628		-0.70784616		-0.20986032		0.38852167		0.50352335		0.5982895		-0.00566864		0.14019918		-0.21632624		0.00566864		0.46611595		0.37123537		-0.8216052		-0.46908092		-0.62957907		-1.8999212		-2.447266		-1.3145437		-1.2128658		-1.1637578		-1.2600932		0.45700216		0.3115859		0.5959554		0.31192064		-0.29453707		0.06218481		0.13417244		0.07333326		-0.42169046				CHR2V7|COORD:6615771..6616448| secretory protein, putative		AT2G15220.1		20.1		0		stress.biotic				 no descriptionmoderately similar to ( 254)AT2G15220| Symbols:  | secretory protein, putative | chr2:6615771-6616448 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned BSP TT_ORF1 Protamine_P1 DUF566 DUF1509 				Rep: Hypothetical protein precursor - Hordeum vulgare (Barley)		UniRef90_O24003				CHR10V5|COORD:18306517..18305831|protein secretory protein, putative		LOC_Os10g34910.1		CUST_949_PI403524517		-2.608431		-1.3831823		2.608431		down

		35_22459		0.9482932		0.29348564		0.51417255		-0.68779993		-0.6741283		-0.69726086		-0.30152273		-0.358495		-0.060794353		0.26418257		0.56801414		0.79462624		-0.80458474		-0.18463469		-0.37920022		-0.26448488		0.34253597		0.14775181		-0.14710188		-0.15484571		-0.060341835		-1.0273323		-1.1043451		-0.88571477		0.47765398		-0.22154093		-0.42271066		0.06034136		2.7965174		1.1521602		1.2523651		2.2859697		1.5916972		2.245082		1.7073793		2.0294123				0		0		35.2		0		not assigned.unknown				 no description		2.00E-17		Rep: OSJNBa0065H10.6 protein - Oryza sativa (Rice)		UniRef90_Q5CAG1		8.00E-19		CHR04V5|COORD:27204350..27207137|protein nudix hydrolase 8, putative, expressed		LOC_Os04g46280.2		CUST_78339_PI403524517		-4.2109156		-2.0741339		4.2109156		down

		35_24481		0.46318054		0.39519978		0.05681181		0.46537876		0.639276		1.0090737		-0.35980892		-0.24850416		0.4461465		5.5300093		0.3084426		0.30948544		0.43566704		0.4989276		0.30602312		-0.12428045		-0.22526026		-0.044413567		-1.2419357		-0.75404644		-1.2356515		-0.9409275		-1.1787281		-0.7502446		-1.0164404		-0.9740319		-1.082005		0.12404919		-0.17568684		0.300838		-0.10617828		0.044414043		-0.12693739		-0.11201191		0.44719934		0.40210629				0		0		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (58.2)AT5G01630| Symbols: BRCA2(V), ATBRCA2(V), BRCA2B | BRCA2B (breast cancer 2 like 2B) | chr5:235114-240908 REVERSE				Cluster: Breast cancer 2-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Breast cancer 2-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q5VQI6				CHR01V5|COORD:3351851..3342005|protein BRCA2 repeat family protein, expressed		LOC_Os01g07110.1		CUST_85464_PI403524517		-2.1554337		-1.1079781		2.1554337		down

		35_18648		0.2912922		0.4422927		-0.16102242		0.051027536		-0.082490444		0.20152259		-0.74182224		-0.50007915		0.18738437		0.48980045		-0.2969401		0.72932196		0.2610824		-0.0479517		-0.42598844		-0.37434578		-0.14884019		-0.2961254		-0.4406984		0.030505657		-0.40642977		-0.34469175		-1.1633978		-0.8880682		-0.2086215		-0.59209824		-0.030505419		3.6645956		4.293062		4.479793		4.9667487		5.0670037		4.8922477		4.991568		5.0279355		4.834638				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_65306_PI403524517		-35.26531		-5.1401777		35.26531		down

		35_13484		0.9192085		-0.12663746		0.86413574		0.26409817		0.023524284		-0.14134979		1.4943447		1.3565798		0.55502796		0.52818775		-0.44591904		-1.0657454		-0.38294697		-0.44783115		-0.75114346		-1.0049324		-1.208188		-1.152215		-0.49639702		-0.20099926		-0.8184471		-0.13673496		-0.22823334		-0.32035446		0.20744991		0.30616665		-0.023525238		-0.121691704		1.351677		1.14398		2.2663546		2.5446615		2.5873413		2.8719435		2.5134716		2.546133		1.00E-15		CHR3V7|COORD:477039..478268| zinc finger (C3HC4-type RING finger) family protein		AT3G02340.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionvery weakly similar to (77.4)AT3G02340| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:477039-478268 FORWARDvery weakly similar to (51.2)EL5_ORYSAnot assigned not assigned COG5540 RING 				Cluster: Hypothetical protein OSJNBa0011D16.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011D16.11 - Oryza sativa (japonica		UniRef90_Q6K2C6				CHR09V5|COORD:3204933..3206190|protein protein binding protein, putative, expressed		LOC_Os09g06740.1		CUST_47089_PI403524517		-4.4605336		-2.1572163		4.4605336		down

		35_9790		-0.49466753		-0.7578888		-0.37083483		-0.9759064		-1.0387063		-1.2144499		-0.45525074		-0.9061661		-1.2802916		0.30774736		0		0.075715065		0.30307293		0		0.38782215		1.158081		1.1256685		1.1594849		-0.6230426		0.10047579		-0.3422022		-1.3168283		-1.3048081		-1.4844718		-0.49944162		-0.37083483		-0.1838274		0.6439228		0.8128576		1.1142712		1.8644114		2.0320587		2.0733585		2.3354902		2.494753		2.4880714				CHR5V7|COORD:1922043..1925279| carboxy-lyase		AT5G06300.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 243)AT5G06300| Symbols:  | carboxy-lyase | chr5:1922043-1925279 REVERSEnot assigned Lysine_decarbox COG1611 				Cluster: Lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lysine decarboxylase-like protein - Oryza sativa (japonica cultivar		UniRef90_Q5ZC82				CHR01V5|COORD:23285996..23281756|protein carboxy-lyase, putative, expressed		LOC_Os01g40630.1		CUST_33965_PI403524517		-5.3948207		-2.431575		5.3948207		down

		HA15K23r_s_at		-0.39134502		-0.6040306		-0.58684254		-0.5392084		-0.5721874		-0.6489496		-0.4200859		-0.3188343		-0.4655218		-0.04309368		0.021090508		-0.61720467		0.3247261		0.3754387		0.2640381		0.10287094		-0.07443428		0.037908554		-0.5889158		-0.14035416		-0.66537666		0.0958519		-0.021090508		-0.041498184		-0.03104496		0.13250637		0.041243553		0.27840137		0.6518526		0.595211		1.500452		1.4981556		1.3660517		1.3923464		1.2936249		1.3269053		1.00E-40		auxin-responsive protein / indoleacetic acid-induced protein 17 (IAA17)		At1g04250.1     		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				NONE				P0509B06.6 [Oryza sativa (japonica cultivar-group)]		NP_914416.1     				protein AUX/IAA family		Os01g08320		CUST_16466_PI404877155		-2.3550248		-1.2357422		2.3550248		down

		35_34271		0.8575487		-0.8047457		1.206811		0.44987202		1.1456709		0.57353497		1.7137327		1.1091042		1.0386934		1.7724695		0.17973614		-2.1897936		-0.50687504		-1.3672256		-2.100514		-2.7960377		-2.697401		-2.5916095		-1.4054098		-1.4021006		-2.5412474		-0.59143066		-0.3561306		-0.62452984		-0.17973518		-0.37058353		-1.3316917		-0.51184464		4.357544		3.6457443		4.2140875		5.235524		4.40907		4.7466316		4.657297		4.663027		1.00E-04		CHR1V7|COORD:490093..490497| proline-rich family protein		AT1G02405.1		35.2		0		not assigned.unknown				 no description		4.00E-16		Rep: H0510A06.17 protein - Oryza sativa (Rice)		UniRef90_Q25AK5		2.00E-17		CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed		LOC_Os04g40630.4		CUST_121332_PI403524517		-30.134134		-4.9133267		30.134134		down

		35_7059		0.054302216		0.031573296		0.07649708		0.026545525		0.097641945		0.10203457		0.11809254		0.085351944		-0.013687134		-0.011779785		-0.10023785		-0.2726431		0.015219688		9.07E-04		-0.60424614		-0.0013046265		-9.07E-04		0.10203457		-10.7789955		-10.818862		-10.567152		-10.161922		-10.9499855		-10.881896		-10.428335		-10.90757		-10.903052		-0.061385155		-0.08193207		0.048986435		0.2683735		0.20976257		0.3238535		0.17605305		0.32978916		0.24048328		2.00E-17		CHR2V7|COORD:10584072..10586233| zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein		AT2G24830.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionvery weakly similar to (85.9)AT2G24830| Symbols:  | zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein | chr2:10584072-10586233 REVERSEnot assigned 		4.00E-43		Cluster: Zinc finger (CCCH-type) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (CCCH-type) protein-like - Oryza sativa (japonica cu		UniRef90_Q6K687		2.00E-44		CHR02V5|COORD:33692709..33688852|protein zinc finger CCCH-type with G patch domain protein, putative, expressed		LOC_Os02g55000.1		CUST_12503_PI399408534		-1874.6654		-10.872417		1874.6654		down

		35_25826		0.026327133		0.16815662		0.09391785		0.08026028		0.26689625		0.30609226		-0.23888111		-0.09996796		0.017710686		-0.01764965		0.1102438		0.0050621033		0.08724308		0.20312023		-0.24638271		0.066786766		-0.16011143		-0.04658699		-1.7574058		-1.0131826		-1.6071596		-1.0458412		-1.2892952		-1.1338434		-1.2665462		-1.1173201		-1.1297045		-0.0050611496		-0.09296894		0.27262306		0.15333366		0.02566719		0.074419975		-0.026006699		0.11378765		0.12681484				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_90291_PI403524517		-2.5204065		-1.3336564		2.5204065		down

		35_20192		-0.083547115		-0.74025774		-0.23920202		-0.9553127		-0.867486		-1.0163307		-0.7195759		-0.91235876		-0.79629755		0.38500738		0.5894942		-0.12843943		0.35853958		0.037803173		0.17582083		0.6627474		0.5582371		0.58041763		-0.607749		0.15888882		-1.3067918		-0.41546154		-0.43767262		-0.7960367		-0.037802696		-0.4085865		-0.5078025		0.08326101		1.0151262		0.27538252		1.1886091		1.1806326		1.2652178		1.519804		1.3363934		1.3363934				CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionweakly similar to ( 186)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 228)GSTH1_ORYSAnot assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_family GST_N_Ure2p_like GST_C GST_N_4 GST_C_family GST_N GST_N_Delta_Epsilon GST_N_Theta GST_N_2 PRK11752 GST_C_EFB1gamma GST_C_2 GST_N_Beta GST_C_Ure2p_like GST_N_Zeta GST_C_8 GST_N_GTT2_like GST_C_1 GST_C_GTT2_like PRK12323 GST_N_3 				Cluster: Putative glutathione-S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione-S-transferase - Oryza sativa (japonica		UniRef90_Q65XF1				CHR05V5|COORD:2774453..2775564|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os05g05620.1		CUST_70490_PI403524517		-2.8414912		-1.5066483		2.8414912		down

		Contig25238_at		-1.4623353		-1.6259534		-2.157057		-1.3010459		-1.6269214		-1.0021701		-2.263762		-1.7262638		-0.96435165		0.59894466		0.6492982		0.6931653		1.3134112		1.0713043		0.9801059		1.1129165		1.3437252		1.1689434		-2.8752449		-1.4741509		-1.9015605		-1.2748892		-1.2666872		-1.3570561		-0.6482458		-0.19995499		-0.7878566		0.6136365		0.19995499		0.9393091		1.1073399		1.1597099		1.0750065		0.92753077		0.606596		0.66749954				homeodomain transcription factor (KNAT7)		At1g62990.1     		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				IXR11;TRANSCRIPTION FACTOR KNAT7;homeodomain transcription factor (KNAT7), contains Pfam profiles:  PF03789 ELK domain, PF03790 KNOX1 domain, PF03791 KNOX2 domain; similar to homeobox protein HD1 SP:P46606 from (Brassica napus); identical to cDNA  homeodo				homeobox gene [Oryza sativa (japonica cultivar-group)]		BAA77823.1      				protein KNAT3 homeodomain protein		Os08g19650		CUST_8539_PI404877155		-4.3476863		-2.1202478		4.3476863		down

		35_15673		-0.042672157		-0.15834713		0.0058226585		0.26036453		0.16734219		0.2947588		-0.118720055		0.5024481		0.49560738		-1.4791794		-1.4995723		-1.4083018		1.515275		1.6203384		1.896821		0.08043003		0.15647507		-0.0058231354		-1.4841313		-1.7356372		-1.2016711		-0.7906141		-0.92433214		-1.5374851		-0.4674325		-0.64762783		-0.9110255		-1.47051		-0.93090534		0.7807989		0.6320839		0.6769085		0.7631607		1.0998983		0.7470608		0.7445259		3.00E-13		CHR4V7|COORD:6373222..6373473| wound-responsive protein, putative		AT4G10265.1		35.2		0		not assigned.unknown				 no description		9.00E-28		Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)		UniRef90_Q259Z0		1.00E-24		CHR04V5|COORD:32114926..32112429|protein wound induced protein, putative, expressed		LOC_Os04g54300.1		CUST_55063_PI403524517		-2.6682365		-1.4158865		2.6682365		down

		35_18300		-0.6980405		-0.9796853		-0.61958265		-0.6551652		-0.9067359		-0.63093185		0.0053772926		-0.16787672		-0.12269735		0.785717		0.37376547		0.29947042		0.31926775		0.37186098		0.36519766		0.66764593		0.7262907		0.76569986		-1.4288101		-0.8541093		-1.310514		-0.9224224		-1.520515		-1.3290782		-0.7312279		-0.49130774		-0.7735872		-0.005376816		1.2728581		0.3850665		1.3627582		1.4624758		1.4984641		1.840642		1.480989		1.491456				CHR3V7|COORD:543470..545485| MEE31 (maternal effect embryo arrest 31); mannose-6-phosphate isomerase		AT3G02570.1		10		0		cell wall.precursor synthesis.phosphomannose isomerase				 no descriptionmoderately similar to ( 302)AT3G02570| Symbols: MEE31 | MEE31 (maternal effect embryo arrest 31); mannose-6-phosphate isomerase | chr3:543470-545485 REVERSEnot assigned PMI_typeI ManA 				Cluster: Putative mannose-6-phosphate isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mannose-6-phosphate isomerase - Oryza sativa (japonic		UniRef90_Q9FTR6				CHR01V5|COORD:1530937..1536429|protein mannose-6-phosphate isomerase, putative, expressed		LOC_Os01g03710.1		CUST_64084_PI403524517		-4.7206626		-2.2389894		4.7206626		down

		35_16330		-0.17082024		-1.7016034		0.11034155		-0.110342026		1.3112841		0.23492241		0.86419106		-0.14751577		0.72548103		-2.1377864		-2.4810085		-6.6759167		0.17124367		0.772624		1.3333769		0.30098248		0.39015198		0.12911415		-2.2423978		-1.8472757		-3.6760492		-2.9563832		-2.3960896		-1.8975897		-1.3855281		-1.8375745		-2.1640701		-3.4720945		2.180807		-0.77344084		1.8215733		1.9792128		2.027113		1.5981598		1.8008413		1.6906109		5.00E-18		CHR2V7|COORD:9310063..9310299| similar to seed maturation protein PM41, putative [Medicago truncatula] (GB:ABE86900.1)		AT2G21820.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (80.5)AT2G21820| Symbols:  | similar to seed maturation protein PM41, putative [Medicago truncatula] (GB:ABE86900.1) | chr2:9310063-9310299 REVERSE		7.00E-28		Cluster: Hypothetical protein OSJNBb0006H05.31; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006H05.31 - Oryza sativa (japonica		UniRef90_Q8RZH0		1.00E-28		CHR01V5|COORD:26859415..26858454|protein seed maturation protein PM41, putative, expressed		LOC_Os01g46600.1		CUST_57263_PI403524517		-9.517865		-3.250638		9.517865		down

		35_20169		0.376976		0.6169958		0.70176697		0.52843857		0.5704889		0.35375214		-0.06192398		0.10901356		0.2818699		0.7701998		0.7450571		0.6412926		0.55542374		0.6139145		0.69309616		0.4055357		0.39314842		0.4704485		-2.8637042		-1.7563043		-2.4777093		-1.6275091		-2.0305147		-1.6909504		-1.9795747		-1.9155478		-1.7791829		-1.0189266		-1.1190443		-0.7486496		-0.6083622		0.06192398		-0.8326025		-1.161994		-1.4215794		-1.3814402		2.00E-07		CHR5V7|COORD:3885163..3887773| carbon-nitrogen hydrolase family protein		AT5G12040.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (54.3)AT5G12040| Symbols:  | carbon-nitrogen hydrolase family protein | chr5:3885163-3887773 FORWARD		1.00E-06		Cluster: Hydrolase, carbon-nitrogen family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, carbon-nitrogen family protein, expre		UniRef90_Q10R10		4.00E-08		CHR03V5|COORD:4003494..4007635|protein expressed protein		LOC_Os03g07910.1		CUST_70414_PI403524517		-2.1419497		-1.0989245		2.1419497		down

		Contig11522_at		0.007736206		-0.49932766		0.081578255		-0.26912308		0.1764412		-0.30144787		0.361372		-0.13386536		-0.031416893		0.6714201		-0.0077352524		-0.79397106		-0.6132488		-0.32553482		-0.46538448		0.48570347		0.5193205		0.49992847		-0.49128628		-0.34232426		-0.77118015		-0.06873989		0.13308144		-0.2564497		-0.20406246		-0.20136452		-0.24528122		0.14836407		1.3314428		0.43637085		1.2908115		1.6578293		1.3339443		1.4224434		1.0465298		1.1488209				beta-amylase (CT-BMY) / 1,4-alpha-D-glucan maltohydrolase		At4g17090.1     		2		0		major CHO metabolism.degradation.starch.starch cleavage				beta-amylase (CT-BMY) / 1,4-alpha-D-glucan maltohydrolase, identical to beta-amylase enzyme GI:6065749 from (Arabidopsis thaliana)				putative chloroplast-targeted beta-amylase [Oryza sativa (japonica cultivar-group)] gb|AAP55052.1| putative chloroplast-targeted beta-amylas		NP_922765.1     				protein putative chloroplast-targeted beta-amylase		Os10g41550		CUST_1409_PI404877155		-2.571633		-1.3626848		2.571633		down

		35_15534		0.55915403		0.040528774		0.6225138		-1.4837828		-1.1471539		-1.5212123		-0.7078271		-1.1877737		-0.81269646		2.2943912		1.3609657		0.52679825		-0.7326274		-0.5467043		-1.0495098		-0.48641205		-0.6206765		-0.5633383		0.6039686		0.10078621		0.42796993		-0.72430325		-0.85924196		-1.2127132		-0.26185417		-0.04052925		-0.072128296		1.6767483		5.4586744		3.827711		2.4367385		4.3260145		2.424807		2.9803038		3.0729055		3.197095				CHR1V7|COORD:4968371..4969949| MIOX1 (MYO-INISITOL OXYGENASE); oxidoreductase		AT1G14520.1		3		0		minor CHO metabolism.myo-inositol.myo inositol oxygenases				 no descriptionmoderately similar to ( 335)AT1G14520| Symbols: MIOX1 | MIOX1 (MYO-INISITOL OXYGENASE); oxidoreductase | chr1:4968371-4969949 REVERSEmoderately similar to ( 375)MIOX_ORYSAnot assigned not assigned not assigned DUF706 				Rep: Probable inositol oxygenase - Oryza sativa (Rice)		UniRef90_Q5Z8T3				CHR06V5|COORD:21477411..21481743|protein inositol oxygenase, putative, expressed		LOC_Os06g36560.2		CUST_54577_PI403524517		-11.260718		-3.493227		11.260718		down

		35_35042		-0.31590796		-0.3769846		-0.06402016		0.17094946		-0.6740129		-0.10173035		-1.1352005		-0.586185		0.28531742		0.63608646		-0.045371532		0.73332644		0.980958		0.91634417		1.1935496		0.045371532		-0.30928087		-0.19588375		-1.7075365		-0.271204		-0.64245915		-0.5201061		-1.9535997		-0.9390342		-0.12543249		-0.21946073		0.10342121		0.0999527		0.78139496		1.231113		1.88591		1.935616		1.7585411		1.5222974		1.1187096		1.0889769						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_124313_PI403524517		-3.9080148		-1.9664359		3.9080148		down

		Contig5150_s_at		0.39928818		0.04623127		0.121323586		-0.19048405		-0.04480076		-0.10469723		-0.2970991		-0.20417213		0.029597282		-0.25033855		-0.016172409		-0.61502075		-0.078196526		0.016173363		0.1369133		0.081804276		-0.10633755		0.017380714		-0.6321821		0.20213318		-0.4964533		-0.03069973		-0.23270512		-0.23194504		-0.10194397		-0.109788895		-0.14756298		0.3529501		0.5193796		0.23311329		0.9894104		1.0094728		1.0658894		1.2422094		1.1125145		1.1615524				remorin family protein		At2g41870.1     		27		0		RNA.regulation of transcription.putative DNA-binding protein				NONE				remorin-like protein [Oryza sativa (japonica cultivar-group)] gb|AAS07383.1| remorin-like protein [Oryza sativa (japonica cultivar-group)]		AAP21420.1      				protein remorin-like protein		Os03g59360		CUST_11468_PI404877155		-2.0733447		-1.05196		2.0733447		down

		35_8661		-0.78509665		-1.1438628		0.50406003		-1.4001341		-1.4425455		-1.3639292		-1.1713126		-1.1573175		-1.405894		-0.5859678		-1.1377673		2.1865535		-1.3971385		-1.4221432		-1.4790081		-0.8353964		-0.3536377		-1.0359695		-0.9619597		1.7334266		0.655246		1.3368287		-0.9662708		1.2971697		1.0467496		1.3368287		0.3536377		3.6506085		3.7714095		4.2453704		4.810187		4.8619814		4.667385		4.547037		4.840267		4.726551				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_30003_PI403524517		-14.024761		-3.8099043		14.024761		down

		35_18139		-1.253159		-1.3391614		-1.4234629		0.07941675		-0.32903957		-0.2275219		0.40019703		0.4457531		0.27453423		0.05286312		-0.31523895		-0.69357395		-0.24333906		-0.6726613		-0.65019274		-0.32222414		-0.35588074		-0.4093399		-1.251102		-0.6377101		-1.5075288		0.4188962		-0.05286312		-0.24122429		0.6378031		0.9288287		0.59244156		0.11617899		0.7358966		0.30089474		1.1179166		1.328721		1.1179166		1.5099802		1.3019333		1.2593193		7.00E-19		CHR4V7|COORD:9142677..9144370| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative,		AT4G16146.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (77.8)AT4G16146| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97694.2); contains InterPro domain Lg106-like; (InterPro:IPR012482) | chr4:9142677-9144370 REVERSELg106 		2.00E-30		Cluster: Negatively light-regulated protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Negatively light-regulated protein, putative,		UniRef90_Q10ML2		1.00E-31		CHR03V5|COORD:10785605..10782926|protein expressed protein		LOC_Os03g19220.2		CUST_63538_PI403524517		-2.1437476		-1.1001351		2.1437476		down

		35_4388		0.18161964		-0.054325104		0.3875208		0.49349022		0.64294815		0.32639217		0.883379		0.66952705		0.69144726		0.3315668		-0.1931057		-0.37104893		0.054325104		-0.08504963		-0.5700226		-0.19015694		-0.21588802		-0.15117168		-1.2895365		-0.7605543		-1.4157801		-0.5651922		-0.6138382		-0.74009895		-0.53371143		-0.53268814		-0.76571465		-0.80251026		0.35548592		0.1608038		0.9126024		1.2394295		0.9398689		1.2287779		1.268198		1.1855135				CHR4V7|COORD:11198638..11201047| 3-hydroxyisobutyrate dehydrogenase, putative		AT4G20930.1		7		0		OPP.oxidative PP.6-phosphogluconate dehydrogenase				 no descriptionmoderately similar to ( 421)AT4G20930| Symbols:  | 3-hydroxyisobutyrate dehydrogenase, putative | chr4:11198638-11201047 REVERSEnot assigned MmsB garR NAD_binding_2 PRK09599 Gnd PRK12490 Gnd 				Cluster: Putative 3-hydroxyisobutyrate dehydrogenase, mitochondrial; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-hydroxyisobutyrate		UniRef90_Q653U8				CHR06V5|COORD:28138206..28141556|protein 3-hydroxyisobutyrate dehydrogenase, mitochondrial precursor, putative, expressed		LOC_Os06g46372.1		CUST_15221_PI403524517		-2.8735003		-1.5228093		2.8735003		down

		35_41488		0.02901125		-1.0845006		0.09872985		0.043181658		-0.8368883		0.5420232		-0.51781464		-0.029011011		0.33773685		-1.0484519		-0.9917586		-2.2480373		-0.9210069		-1.0664251		-1.0213113		-1.9944164		-0.7694099		-0.8013141		-0.24930048		-0.3466959		-0.41072536		-0.63761353		0.09923172		-0.5461874		0.53344846		0.0704031		1.0646996		1.477385		1.5821552		0.7038889		1.905242		2.035276		1.517509		1.9288807		1.8763723		1.6680188						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_148302_PI403524517		-3.2036548		-1.6797187		3.2036548		down

		35_15636		-1.6565032		-1.0098071		-1.4776559		-2.4230342		-4.2478666		-4.1927958		-3.8946373		-4.840783		-4.8619328		1.5093851		1.4117951		1.2864838		2.1756306		1.8772945		2.2627554		2.0623703		1.946866		1.8643699		-2.996731		-1.7710257		-2.13344		-3.060636		-4.834057		-4.880249		-4.142632		-4.803506		-4.8184505		1.0249791		1.4220414		1.3551931		1.1949782		1.0098076		1.4158349		1.6480126		1.562294		1.5176797				0		0		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (66.6)EA1_MAIZEProtein EGG APPARATUS-1 - Zea mays (Maize)		7.00E-16		Cluster: Hypothetical protein OSJNBb0040H10.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0040H10.32 - Oryza sativa (japonica		UniRef90_Q6Z4F5		3.00E-17		CHR07V5|COORD:24807955..24808673|protein EGG APPARATUS-1 protein, putative, expressed		LOC_Os07g41410.1		CUST_54929_PI403524517		-33.491596		-5.065727		33.491596		down

		35_9730		0.0057582855		0.13415337		0.12464714		-0.28598118		0.064585686		-0.0057582855		-0.2513094		-0.17531776		0.054312706		0.19363403		0.1467619		0.22183228		0.45116425		0.4418993		0.27187252		0.41448116		0.33033276		0.39768982		-7.4905605		-6.5074873		-7.508924		-7.095366		-7.441876		-7.554651		-7.5644493		-7.5668163		-7.581792		-0.07336426		0.04724884		0.22729015		0.18410301		-0.06894398		0.09950733		-0.099469185		-0.081199646		-0.17327023				0		0		35.2		0		not assigned.unknown				 no description		1.00E-12		Cluster: Hypothetical protein P0700F06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.21 - Oryza sativa (japonica cultivar-g		UniRef90_Q6K681		6.00E-14		CHR02V5|COORD:33718795..33716274|protein F-box domain containing protein, expressed		LOC_Os02g55050.1		CUST_33761_PI403524517		-165.98038		-7.374869		165.98038		down

		35_30188		-0.005469322		0.56568813		0.40897083		-0.17728615		0.5263672		0.71932125		1.3573961		0.98437405		0.93797493		0.41354084		0.06642914		0.23090744		0.005469322		-0.112029076		0.91736126		-0.12913227		-0.24936104		-0.17005253		-1.4359813		-0.25471497		-0.8314605		-0.25291777		-1.4831743		-1.4517722		-1.3488798		-1.3601093		-0.822793		0.59035397		-0.059638023		0.17800999		-0.0908308		0.26083183		-0.13537884		0.9667425		0.94847584		0.82949543						0		35.2		0		not assigned.unknown				 no description		6.00E-08		Cluster: Hypothetical protein OJ1345_B12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1345_B12.12 - Oryza sativa (japonica cultiv		UniRef90_Q6L5A2		2.00E-09		CHR05V5|COORD:27055830..27058855|protein expressed protein		LOC_Os05g46890.2		CUST_106041_PI403524517		-2.6655428		-1.4144294		2.6655428		down

		35_21559		-1.5212574		-0.83952284		-2.279585		-0.49550605		-0.72883534		-1.1907213		0.124355316		-0.1849966		-0.9386544		-0.31577587		-0.012746811		1.0520439		-0.44633055		-0.4013157		-1.0250621		-0.18002033		0.4576006		0.027955532		-0.44084358		-2.1193924		-0.34098244		0.3530321		0.46370268		-0.16920662		0.10651302		0.012746334		0.44253778		0.7511172		0.9506302		0.58538437		1.2062659		0.43292904		1.111938		1.831984		1.2696857		0.96962833				0		0		35.2		0		not assigned.unknown				 no description				0		0		2.00E-05		CHR10V5|COORD:16907347..16907616|protein hypothetical protein		LOC_Os10g32930.1		CUST_75220_PI403524517		-2.2976544		-1.2001618		2.2976544		down

		35_16839		0.13182211		0.38326025		0.41621923		0.25850248		0.25315237		0.41974974		0.04979992		0.12192297		0.13812399		0.2697873		0.46847296		0.6992402		-0.023679256		-0.09093714		-0.6138506		0.026110172		0.060813904		0.01851368		-1.8584833		-2.7513256		-1.9165583		-2.9243727		-2.7750196		-3.7965617		-2.1705127		-2.7055383		-2.885818		0.6520114		0.407207		0.4506669		-0.14077187		-0.01851368		-0.06964207		-0.26046467		-0.364882		-0.43917227		9.00E-41		CHR3V7|COORD:9913551..9915661| shikimate kinase family protein		AT3G26900.1		13		0		amino acid metabolism.synthesis.aromatic aa.chorismate.shikimate kinase				 no descriptionweakly similar to ( 162)AT3G26900| Symbols:  | shikimate kinase family protein | chr3:9913551-9915661 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned SKI SK aroK AroK PRK07003 Tymo_45kd_70kd PRK12323 Atrophin-1 				Cluster: Os01g0102600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0102600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JRG4				CHR01V5|COORD:142379..144654|protein shikimate kinase family protein, expressed		LOC_Os01g01302.1		CUST_59033_PI403524517		-6.349912		-2.6667366		6.349912		down

		35_41370		0.5250554		-0.010435581		0.10112858		0.2723713		0.76236105		0.6543226		0.42506123		0.0285182		0.8228431		0.010435581		-0.43508434		-0.37565947		-0.18759441		-0.47612095		-0.6448674		-1.1991735		-1.0028028		-1.2426791		-0.03513241		-0.33053446		-0.6279211		-0.5262933		-0.51475763		-0.18115616		-0.58253336		-0.3810506		-0.36328506		0.24715662		0.56979465		0.40045023		1.6195073		1.6899858		1.5054107		1.3840547		1.6505108		1.67728						0		35.2		0		not assigned.unknown				 no description		7.00E-12		Cluster: Hypothetical protein P0519D04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.18 - Oryza sativa (japonica cultivar-g		UniRef90_Q5N7L8		2.00E-13		CHR01V5|COORD:28672690..28677882|protein expressed protein		LOC_Os01g49310.2		CUST_147861_PI403524517		-3.0051224		-1.5874238		3.0051224		down

		Contig9338_at		-0.17461681		-0.21492338		-0.14894533		-0.40640926		-0.32286787		-0.35237455		-0.12581253		-0.29708385		-0.16483688		0.13153362		0.065065384		0.19647598		0.06237316		0.09460163		0.095975876		0.027531624		-0.0136938095		0.013692856		0.24046612		-0.2040863		0.052526474		-0.38151407		-0.26902342		-0.27075243		-0.08194351		-0.16086006		-0.1606226		-0.060943604		1.426651		0.54921913		1.4292898		1.7678251		1.3024473		1.5323334		1.3910542		1.4830847				acyl-CoA oxidase (ACX2)		At5g65110.1     		11		0		lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH				acyl-CoA oxidase (gb|AAC13497.1)				acyl-CoA oxidase (ACX2) [Arabidopsis thaliana] dbj|BAB11647.1| acyl-CoA oxidase [Arabidopsis thaliana]		NP_201316.1     				protein acyl-CoA oxidase homolog		Os11g39220		CUST_15466_PI404877155		-2.5308838		-1.3396412		2.5308838		down

		35_18888		-1.1660175		-0.31991482		-0.53410506		-1.7284312		-1.0049341		-1.7615604		-1.6488075		-1.3347101		-1.0345225		0.2573099		0.45682716		0.002720356		0.07928133		0.12017298		-0.41000032		-1.2266209		-1.7229724		-0.5658736		-0.0909915		0.109054565		0.44591427		-0.56374073		-1.0200574		-0.7998183		0.023789883		-0.0027198792		0.35374546		0.016513824		0.718904		1.2238288		0.7190881		1.5811672		0.7567382		1.1348734		1.1185699		0.8895688		1.00E-13		CHR3V7|COORD:5676910..5677794| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G16670.1); similar to phylloplanin [Nicotiana tabacum]		AT3G16660.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (71.6)AT3G16660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G16670.1); similar to phylloplanin [Nicotiana tabacum] (GB:ABE03627.1) | chr3:5676910-5677794 FORWARDvery weakly similar to (60.1)PHYLL_TOBACPhylloplanin precursor - Nicotiana tabacum (Common tobacco)				Cluster: Hypothetical protein P0618H09.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0618H09.12 - Oryza sativa (japonica cultivar-g		UniRef90_Q6ZDW8				CHR07V5|COORD:28530232..28531015|protein expressed protein		LOC_Os07g47750.1		CUST_66134_PI403524517		-2.111445		-1.0782306		2.111445		down

		HVSMEl0023I10r2_at		-0.009356022		-0.51358175		-0.032595634		0.12924385		-0.026822567		-0.12487602		0.57088137		0.5854535		0.61915016		0.17713022		0.17948723		0.13631678		-0.21545315		-0.28362942		-0.11108017		-0.42460442		-0.55025864		-0.59165764		-0.80709696		-0.5295067		-0.56405115		-0.60572386		-0.4961872		-0.6362591		0.009355545		0.075960636		-0.63531256		0.032866		0.41397047		0.7860451		1.0761824		1.1873493		0.83298063		0.9448819		1.1219716		0.88310957		1.00E-41		haloacid dehalogenase-like hydrolase family protein		At5g53850.2     		3.5		0		minor CHO metabolism.others				haloacid dehalogenase-like hydrolase family protein, low similarity to enolase-phosphatase E-1 enzyme (Klebsiella oxytoca) GI:401712; contains InterPro accession IPR005834: Haloacid dehalogenase-like hydrolase or  haloacid dehalogenase-like hydrolase fami		3.00E-40		unnamed protein product [Arabidopsis thaliana] gb|AAT71972.1| At5g53850 [Arabidopsis thaliana] ref|NP_974931.1| haloacid dehalogenase-like h		BAB10715.1      		5.60E-45		protein 2,3-diketo-5-methylthio-1-phosphopentane phosphatase, putative		Os01g01120		CUST_18643_PI404877155		-2.4187171		-1.274242		2.4187171		down

		35_21780		-1.0253291		-0.69345236		-0.59554577		-1.2261219		-1.0642796		-1.1629767		-1.3877459		-1.3823242		-1.2755051		0.90470886		0.8821583		0.86872005		0.38185215		0.20924473		0.50629807		0.24266243		0.2439928		0.20478153		-0.9089117		-0.20478153		-0.6530695		-0.9095788		-1.0868821		-1.0304914		-0.73680687		-1.0852418		-1.2074976		0.80700684		0.72377014		0.7963896		0.6618366		0.64488983		0.43584728		0.2801447		0.41618824		0.2901621				CHR4V7|COORD:9773734..9775437| RAB1C; GTP binding		AT4G17530.1		30.5		0		signalling.G-proteins				 no descriptionmoderately similar to ( 295)AT3G11730| Symbols: AtRABD1, ATFP8 | ATFP8 (Arabidopsis Rab GTPase homolog D1); GTP binding | chr3:3709496-3711403 REVERSEmoderately similar to ( 357)YPTM1_MAIZEGTP-binding protein YPTM1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like RAB Ras Rab Rab35 RabA_like Rab11_like Rab19 Rab18 Rab3 Rab5_related Rab2 Rab4 Rab26 Rab6 Rab30 Rab15 Rab39 Rab21 Rab14 Rab33B_Rab33A Rab7 Rab32_Rab38 Ras_like_GTPase Ras Rab27A Rab12 Rab40 RAS COG1100 RJL Rab28 Rab9 Rab23_lke Rab36_Rab34 Rap_like RalA_RalB Rho RheB Rab24 M_R_Ras_like H_N_K_Ras_like RabL4 Ras2 RabL2 RHO Rap2 Rap1 RSR1 Ran RERG_RasL11_like Rho4_like Spg1 Rit_Rin_Ric ARHI_like Wrch_1 Rho2 RGK Rab20 RhoA_like Miro Rho3 RAN Rop_like Tc10 Rac1_like RhoG Arf_Arl Ras_dva Arl10_like Rnd3_RhoE_Rho8 Rhes_like Rnd Arl4_Arl7 Rnd2_Rho7 RabL3 Rnd1_Rho6 Arf Miro1 Arfrp1 Arl5_Arl8 Cdc42 ARF Sar1 Arl2 Arf1_5_like ARLTS1 Arl3 Arf6 COG2229 RRP22 Arl1 RhoBTB Centaurin_gamma ARD1 				Rep: GTP-binding protein YPTM1 - Zea mays (Maize)		UniRef90_P16976				CHR05V5|COORD:268749..265404|protein GTP-binding protein YPTM1, putative, expressed		LOC_Os05g01490.1		CUST_29037_PI399408534		-2.6964386		-1.4310552		2.6964386		down

		HvZEP5		0.35608172		-0.36386442		1.0692055		-0.6977892		0.69686246		-0.07889509		1.7984962		0.7233503		1.285934		2.139422		0.07889485		-1.1293436		-0.88003445		-1.5116177		-1.2308964		-1.0850669		-1.4778506		-1.5888413		-1.2436712		-1.0731871		-1.5759134		-0.4366982		-1.1017048		-0.95435846		0.7837279		0.7433102		-0.39388418		-1.2150552		4.7129884		4.1590714		4.5011067		5.7016134		4.6645503		5.417591		4.84602		4.9303174										0																				CUST_3_PI399407379		-27.369732		-4.7745094		27.369732		down

		35_8602		-4.14809		-4.233533		-4.1919765		-4.2318172		-4.2401905		-4.258133		-4.239728		-1.9950519		-4.2572975		-0.63101053		-4.2318754		-3.794286		-1.0541339		-4.222351		0.9364028		-4.21397		-4.1545057		-4.193547		0.37083912		0.06585789		-0.06585789		0.6108613		0.1374383		0.18012714		1.0209827		1.1269021		1.0786691		2.193416		2.4431143		2.459495		3.0015492		3.0722632		3.1706872		3.0067468		2.9090705		2.8241878				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_29793_PI403524517		-4.86978		-2.2838566		4.86978		down

		35_47283		-0.04429531		0.030855656		0.5014281		-0.35993814		-0.04340458		-0.75048304		-0.14870644		-0.10110712		0.011863232		1.2075806		0.29297113		-0.07798052		-0.077727795		-0.09954882		-0.6997013		-0.6252036		-0.7135582		-0.3686471		-0.48747158		0.17510843		-0.36663866		0.40685797		-0.011862755		0.18240404		-0.054082394		0.098685265		-0.39708853		0.08245134		1.378911		0.8330345		1.3725266		1.826149		1.4879756		1.3703012		1.5139046		1.4881878		4.00E-36		CHR5V7|COORD:3676748..3678947| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of		AT5G11500.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 147)AT5G11500| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of unknown function DUF814; (InterPro:IPR008532) | chr5:3676748-3678947 FORWARDnot assigned DUF814 		2.00E-39		Cluster: Hypothetical protein P0046E05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046E05.12 - Oryza sativa (japonica cultivar-g		UniRef90_Q943H0		9.00E-41		CHR01V5|COORD:31784397..31780181|protein coiled-coil domain-containing protein 25, putative, expressed		LOC_Os01g54670.1		CUST_169753_PI403524517		-2.482765		-1.3119477		2.482765		down

		35_16525		-0.43105888		-0.8730421		0.25061083		0.059727192		-0.035645008		0.035645008		0.097037315		-0.23954248		0.52873564		-1.2853267		-1.6857018		-1.0867875		-2.6846156		-2.1034112		-1.4567013		-1.1335955		-0.7967825		-0.89304256		-0.6716924		-1.0406222		-0.3407569		0.09592056		-0.58261776		-0.18911839		0.53404236		0.0497427		0.16504097		0.8491254		1.4301138		0.49827814		1.5268345		1.8526459		1.5009785		1.8485389		1.7684464		1.3924174				CHR2|COORD:12674111..12677016| thiamine biosynthesis family protein / thiC family protein, contains Pfam profile: PF01964 ThiC family		AT2G29630.1		18.2		0		Co-factor and vitamine metabolism.thiamine				 no descriptionnearly identical (1055)AT2G29630| Symbols:  | Encodes ThiC involved in thiamine biosynthesis.    Translation of ThiC is regulated by a riboswitch in the 3' of untranslated region of the messenger RNA. | chr2:12674472-12676646 FORWARDPRK09284 ThiC ThiC 				Cluster: Putative thiamine biosythesis protein ThiC; n=3; BEP clade|Rep: Putative thiamine biosythesis protein ThiC - Poa secunda (Sandberg bluegrass)		UniRef90_Q9AXS1				CHR03V5|COORD:26901221..26908373|protein thiamine biosynthesis protein thiC, putative, expressed		LOC_Os03g47610.8		CUST_57967_PI403524517		-3.089757		-1.6274934		3.089757		down

		35_28886		0.39628172		-0.18231535		-0.04172182		0.15431261		0.053708076		0.44222736		-0.713202		-0.5653863		0.15082979		0.09214544		0.18204308		0.26026058		0.45859337		0.36691523		0.22906828		-0.5111475		-0.0042061806		-0.4032216		-1.1975718		-1.1138043		-1.468236		-1.2238693		-1.3404751		-0.7409463		-1.2233744		-0.64640665		-0.4658494		0.17918634		-0.043208122		0.015121937		0.0042061806		0.37663794		0.48913527		-0.022488117		0.59808207		0.59808207		1.00E-08		CHR4V7|COORD:16350736..16354026| D111/G-patch domain-containing protein		AT4G34140.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (56.6)AT4G34140| Symbols:  | D111/G-patch domain-containing protein | chr4:16350736-16354026 FORWARD		1.00E-43		Cluster: Os01g0170100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0170100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JQC6		5.60E-45		CHR01V5|COORD:3606522..3612562|protein nucleic acid binding protein, putative, expressed		LOC_Os01g07540.1		CUST_101209_PI403524517		-2.4462764		-1.2905874		2.4462764		down

		35_15437		0.008446693		-0.0408144		0.21805954		-0.27073383		-0.21985626		-0.40699673		-0.081790924		-0.310359		-0.008446693		0.4556141		0.49245644		-0.042164803		-0.3948908		-0.4696436		-0.04539776		1.2725897		1.3415003		1.2821369		0.3721552		-0.17328548		0.09637356		-0.36942196		-0.22596836		-0.26211166		-0.21446037		-0.37236118		-0.36990547		0.7021017		1.5583382		0.4656515		1.1050692		1.4446754		1.1641712		1.2668524		1.0474129		0.9717188				CHR3V7|COORD:20825329..20826963| ATFER3 (FERRITIN 3); ferric iron binding		AT3G56090.1		15.2		0		metal handling.binding, chelation and storage				 no descriptionmoderately similar to ( 282)AT3G56090| Symbols: ATFER3 | ATFER3 (FERRITIN 3); ferric iron binding | chr3:20825329-20826963 REVERSEmoderately similar to ( 355)FRI1_MAIZEFerritin-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned Euk_Ferritin Ferritin Ferritin Nonheme_Ferritin Ftn Ferritin_like PRK10304 				Rep: Ferritin - Triticum aestivum (Wheat)		UniRef90_Q5G1L6				CHR12V5|COORD:322923..319214|protein ferritin-1, chloroplast precursor, putative, expressed		LOC_Os12g01530.2		CUST_54233_PI403524517		-2.3774943		-1.2494419		2.3774943		down

		35_44749		0.51927376		0.21159744		0.6833124		-1.3219709		-1.0706615		-1.325326		-0.39398146		-1.2178917		-1.1265063		2.2514353		1.0282516		0.41506863		-0.9175191		-0.99269867		-1.1217618		-0.5720396		-0.6288214		-0.53264904		0.52648306		0.39760923		0.39948416		-0.69537354		-0.6150608		-1.1823006		-0.39878607		-0.4408307		-0.21159744		1.5943146		5.3963337		3.8119335		2.2653503		4.0614967		2.236658		3.026578		2.9036274		3.0117865						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_160366_PI403524517		-10.498055		-3.3920503		10.498055		down

		35_49886		-0.7805333		-0.7905903		-0.78356314		-0.7453046		-1.0700574		-1.6860735		-1.1826673		-1.3149815		-0.030611992		1.0873466		1.002985		1.0595598		1.002985		0.9142904		0.6633582		0.41023064		0.030612469		0.41447687		-1.4363854		-0.6066308		-1.2944579		-1.1512165		-1.4058781		-1.4422567		-1.5543826		-1.5937941		-1.2792964		0.8800144		1.0019913		1.1399603		1.6045289		1.7660689		1.4136415		1.0951023		1.2660713		1.3349404		9.00E-07		CHR5V7|COORD:9789902..9792238| serine-type peptidase/ trypsin		AT5G27660.1		29		0		protein.degradation.serine protease				 no descriptionvery weakly similar to (50.4)AT5G27660| Symbols:  | serine-type peptidase/ trypsin | chr5:9789902-9792238 REVERSE				Cluster: Os09g0436400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0436400 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J1J3				CHR09V5|COORD:16048137..16058300|protein protease Do-like 14, putative, expressed		LOC_Os09g26550.2		CUST_179363_PI403524517		-6.0009036		-2.5851798		6.0009036		down

		35_20517		-1.039134		-0.41383743		-0.4621539		-1.7226572		-1.0902209		-1.4028764		-1.152255		-1.421319		-1.3131056		1.3903532		1.5426769		1.3356352		0.84852695		0.65180874		1.075758		0.4543891		0.31023312		0.55655813		-0.88456917		-0.33554316		-0.31023264		-1.0822105		-1.7923493		-1.3798933		-0.7974205		-0.7826958		-0.90954304		1.7593298		1.7508507		1.7892656		1.1670084		1.0127764		1.2542534		0.6955261		0.6208668		0.763052				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_71583_PI403524517		-4.3494134		-2.1208208		4.3494134		down

		35_23708		-1.6126676		-1.4694672		-1.1507416		-0.33976126		-0.3872366		-0.5467191		-0.06184244		-0.27690363		-0.86019564		0.3090763		1.3979788		-0.27912617		1.1764765		1.3620243		0.73194504		3.487235		3.465478		3.4307222		-2.6008224		-1.9231067		-2.7052774		-0.9365115		-0.84327745		-0.60977125		-1.2010789		-1.5548453		0.5034547		0.32172346		0.74594784		0.061841965		0.9262848		0.85220814		1.0029697		1.0848799		0.79530144		0.7281523				CHR2V7|COORD:18787009..18788996| CYP76C2 (cytochrome P450, family 76, subfamily C, polypeptide 2); oxygen binding		AT2G45570.1		26.1		0		misc.cytochrome P450				 no descriptionweakly similar to ( 166)AT1G33720| Symbols: CYP76C6 | CYP76C6 (cytochrome P450, family 76, subfamily C, polypeptide 6); oxygen binding | chr1:12220937-12223961 REVERSEweakly similar to ( 147)C76A1_SOLMECytochrome P450 76A1 - Solanum melongena (Eggplant) (Aubergine)not assigned not assigned not assigned not assigned not assigned p450 CypX 				Cluster: Putative cytochrome P-450 like protein; n=1; Oryza sativa|Rep: Putative cytochrome P-450 like protein - Oryza sativa (Rice)		UniRef90_Q94HM5				CHR10V5|COORD:4395367..4402224|protein cytochrome P450 76B1, putative, expressed		LOC_Os10g08540.1		CUST_82659_PI403524517		-4.122142		-2.043394		4.122142		down

		35_21667		-0.9687085		-0.6791415		-1.5573673		-1.2057543		-0.82965326		-0.40222073		-1.1919923		-1.1790595		-0.28339767		-0.61847115		-0.47648382		-0.7933397		-0.7943568		-0.8878937		-0.8201113		-1.0925927		-0.9111452		-1.2751117		0.65787077		1.268208		0.57672215		1.1067362		0.9641361		0.35074234		1.0391073		0.28339767		1.2753425		2.5928855		2.6707864		2.9156623		2.1476645		2.488791		2.1602035		1.99894		1.889051		1.8736596				CHR3V7|COORD:9648110..9649773| CYP71B37 (cytochrome P450, family 71, subfamily B, polypeptide 37); oxygen binding		AT3G26330.1		26.1		0		misc.cytochrome P450				 no descriptionmoderately similar to ( 216)AT3G26330| Symbols: CYP71B37 | CYP71B37 (cytochrome P450, family 71, subfamily B, polypeptide 37); oxygen binding | chr3:9648110-9649773 REVERSEmoderately similar to ( 213)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned p450 CypX 				Cluster: Cytochrome P450 71E1, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 71E1, putative - Oryza sativa (japonica cultivar-group		UniRef90_Q2QPY6				CHR12V5|COORD:19823010..19820277|protein cytochrome P450 71E1, putative, expressed		LOC_Os12g32850.1		CUST_75582_PI403524517		-2.7671018		-1.4683757		2.7671018		down

		35_6414		0.08927441		-0.10201168		0.029262543		0.09878254		0.070736885		0.035116196		0.27917194		0.24353886		0.12624168		-0.0016374588		-0.056981087		-0.044337273		0.03718567		0.0016374588		-0.3076744		-0.183074		-0.18934822		-0.17157078		-1.2053576		-0.63921833		-1.1476059		-0.65802383		-0.7743921		-0.7101679		-0.80121326		-0.67473793		-0.61761475		-0.1640625		0.028756142		0.065398216		0.54119873		0.52204895		0.44528198		0.56276035		0.7043266		0.5944042				CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein		AT3G43230.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionmoderately similar to ( 291)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned DUF500 COG2930 				Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z4J7				CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed		LOC_Os07g17130.1		CUST_16766_PI399408534		-2.2498474		-1.1698272		2.2498474		down

		35_20856		0.016252518		-0.2482233		0.18155003		-0.19749641		-0.016251564		-0.55559444		0.6195698		-0.020033836		-0.0818758		1.3901281		0.22579956		0.13373852		-0.79993534		-1.023469		-1.0820742		-1.0969844		-0.9278803		-0.99355507		-0.4527588		-0.41224384		-0.7309017		-0.04933548		0.12745857		-0.3694744		0.4066429		0.02702713		-0.15329266		0.32347965		2.2002544		1.2304249		1.3649006		2.3070335		1.3718262		1.7320423		1.6254272		1.5278196		3.00E-36		CHR1V7|COORD:19462513..19462904| dynein light chain type 1 family protein		AT1G52250.1		31.1		0		cell.organisation				 no descriptionweakly similar to ( 148)AT1G52250| Symbols:  | dynein light chain type 1 family protein | chr1:19462513-19462904 REVERSEvery weakly similar to (81.6)DYL1_CHLREDynein 8 kDa light chain, flagellar outer arm - Chlamydomonas reinhardtiinot assigned not assigned Dynein_light 		2.00E-40		Rep: Putative dynein light chain - Oryza sativa (japonica cultivar-group)		UniRef90_Q94DT1		9.00E-42		CHR01V5|COORD:32308779..32309680|protein dynein light chain LC6, flagellar outer arm, putative, expressed		LOC_Os01g55510.1		CUST_72755_PI403524517		-3.24653		-1.6988986		3.24653		down

		HA01B23u_at		0.22475815		-0.32183838		0.20091343		-0.11376953		-0.2142601		-0.1843195		0.7046299		0.5359497		0.09536266		0.22893429		-0.09536266		-0.5821705		-0.5133562		-0.43228436		-0.38211823		0.39645863		0.3459139		0.29871273		-0.36234283		-0.40867996		-0.5955143		-0.48339844		-0.13722897		-0.28388786		-0.18917656		-0.35737038		-0.2418642		0.44348145		2.0706844		1.8056669		1.5635738		2.4823027		1.7215633		2.1225443		1.5134945		1.6664848				0		0		20		0		stress.abiotic.heat				DnaJ protein homolog				0		0		6.00E-08		protein DnaJ domain, putative		Os08g43490		CUST_16336_PI404877155		-4.1408234		-2.0499177		4.1408234		down

		35_5404		-0.086110115		-0.22465515		0.10303402		0.20380116		1.1161413		0.59063053		0.84064674		0.8633261		0.7560015		-1.4792624		-1.3274641		-1.2141781		-0.0048589706		0.10029602		0.0048599243		0.19785881		0.044075966		0.053040504		-0.8961439		-0.26555347		-0.62932396		-1.0251474		-0.76462746		-0.9783201		-0.5334835		-0.82097054		-0.7561388		-1.3131609		-0.52939224		-0.25952148		1.6628456		1.6427641		1.7051907		1.7550011		1.7108774		1.7693472				0		0		35.2		0		not assigned.unknown				 no descriptionPRK07764 		7.00E-22		Cluster: Hypothetical protein P0657H12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0657H12.23 - Oryza sativa (japonica cultivar-g		UniRef90_Q6EPF4		4.00E-05		CHR08V5|COORD:27752607..27750800|protein recombination protein O, RecO, putative, expressed		LOC_Os08g44300.1		CUST_18685_PI403524517		-3.1295652		-1.6459622		3.1295652		down

		35_49375		-0.5660095		-0.24533367		-0.75794744		-0.29904366		0.055719376		-0.35946894		-1.2352304		-0.779634		-0.036491394		0.22023869		-0.07117128		-0.19011116		-0.6034503		0.1375413		-0.5528641		0.16371536		0.26144648		0.35881138		-0.59796715		1.0592508		-0.9141264		-0.3757105		0.023241997		-0.46254015		-0.023242474		-0.15415859		0.08512354		1.4619818		1.0800662		0.687274		0.8532071		1.1777582		0.8005452		0.89826727		1.0743628		0.8497696						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_177504_PI403524517		-2.2009878		-1.1381512		2.2009878		down

		35_50583		0.02661419		0.05840969		0.4629774		-0.06712246		0.31478405		-0.29588652		-0.67908573		-0.4302807		-0.02661419		-0.07553673		-0.20643091		0.08548355		0.11396408		0.4888525		-0.8087163		0.5871334		0.563941		0.56139946		-2.7586408		-2.0112276		-1.8606453		-1.7861438		-1.8156242		-1.1976604		-1.921329		-1.2925897		-1.7636323		-0.4201498		0.12487888		0.5239935		1.0739126		1.2820864		1.2334499		0.81502724		1.0508995		1.1647844						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_181940_PI403524517		-5.9961715		-2.5840416		5.9961715		down

		35_49749		-2.1384835		-1.8912354		-2.1277738		-1.0065403		-1.1025991		-1.0686178		-1.4911027		-1.197782		-0.86625385		0.47300863		0.2534995		0.67252684		0.5875373		0.5032182		0.164433		0.49541998		0.6009841		0.4929614		-2.5020776		-1.2258854		-1.7498236		-0.5408397		-0.69437695		-0.90143824		-0.50863504		-0.164433		-0.18602228		0.49487638		0.6014886		0.68938494		0.7474799		0.60516405		0.6253886		0.43743277		0.18578053		0.28946257						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_178863_PI403524517		-2.753201		-1.46111		2.753201		down

		35_17575		0.54613495		-0.9288306		0.27793312		-0.62299395		0.33523607		-1.1307344		-0.016714096		-0.5508952		-0.16424942		-0.35265207		1.5280523		-1.7196507		-0.7725148		-0.6554446		-0.55704784		2.1395102		2.0649624		2.247015		0.16642237		0.016714096		-1.472548		-0.8803563		-0.89685535		-0.7755189		-0.07786608		-0.67318106		-0.8892112		1.1298885		2.434413		1.1914225		2.58782		2.7847528		2.3907557		2.640009		2.2488852		2.2106104				CHR1V7|COORD:30246655..30247719| kelch repeat-containing F-box family protein		AT1G80440.1		29		0		protein.degradation.ubiquitin.E3.SCF.FBOX				 no descriptionmoderately similar to ( 205)AT1G80440| Symbols:  | kelch repeat-containing F-box family protein | chr1:30246655-30247719 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 Atrophin-1 PRK12323 Tymo_45kd_70kd PRK12678 PRK09169 DUF390 PRK12372 PRK05648 HPC2 APC_basic Totivirus_coat DUF1421 DUF1777 Drf_FH1 				Cluster: Kelch repeat-containing F-box-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box-like - Oryza sativa (japonica cultiv		UniRef90_Q69UE9				CHR06V5|COORD:23366128..23367834|protein protein kinase Kelch repeat:Kelch, putative, expressed		LOC_Os06g39370.1		CUST_61577_PI403524517		-6.911483		-2.7889953		6.911483		down

		35_16239		-0.46059227		-1.2987127		-0.6595793		-0.5860157		-0.4961033		-0.7598829		0.053482056		-0.20912361		-0.5309849		-0.72256565		-1.1665802		-1.3677855		-0.9066286		-1.0333939		-0.4467411		-0.92717075		-0.83437634		-0.8511324		0.83984566		0.45910072		-0.020851135		0.73409367		0.9331322		0.69326115		1.2233362		1.1446962		1.006733		0.020851135		1.0093279		0.9274702		2.4091501		2.5689898		2.40586		2.6095572		2.2124252		2.2303314				CHR5V7|COORD:8365693..8367181| 30S ribosomal protein, putative		AT5G24490.1		29		0		protein.synthesis.mito/plastid ribosomal protein.plastid				 no descriptionmoderately similar to ( 213)AT5G24490| Symbols:  | 30S ribosomal protein, putative | chr5:8365693-8367181 FORWARDmoderately similar to ( 220)RR30_SPIOLPlastid-specific 30S ribosomal protein 1, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RaiA Ribosomal_S30AE COG1544 PRK12678 PRK07003 PRK12323 Tymo_45kd_70kd APC_basic PRK07764 PRK09169 Atrophin-1 				Cluster: Chloroplast-specific ribosomal protein precursor; n=1; Solanum lycopersicum|Rep: Chloroplast-specific ribosomal protein precursor - Solanum lycopersicu		UniRef90_Q672Q2				CHR03V5|COORD:36071028..36073623|protein plastid-specific 30S ribosomal protein 1, chloroplast precursor, putative, expressed		LOC_Os03g63950.1		CUST_56978_PI403524517		-2.059495		-1.0422906		2.059495		down

		35_36461		0.72035706		-0.48346055		-0.4893242		-0.54396164		0.695408		-0.39762568		-0.69913423		-0.58082926		-0.54359293		0.97371686		0.21075523		-0.4949975		-0.27708268		0.14266145		-0.2617327		0.7402154		-0.41871667		-0.5159042		1.0830075		0.18840861		-0.27788234		-0.6214037		-0.4024061		0.3665477		-0.48684216		-0.14266145		-0.52505434		6.05702		5.8679566		5.95319		4.8558183		5.159184		4.834898		5.0797915		5.1901236		5.0529513						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_129818_PI403524517		-43.10889		-5.4299135		43.10889		down

		35_30782		0.25354242		-0.37631917		0.98111725		0.4861281		1.0227926		0.8715522		1.3552923		0.3913536		1.7685747		-0.02164948		-0.3008288		-0.7505605		-0.12113249		-0.68747044		0.02164936		-0.6969621		-0.7784983		-0.14129901		-0.74625146		-0.63930106		-0.74316776		-0.70773435		-0.6883806		-0.8398731		-0.14878464		3.6080122		-0.3047731		-0.74608564		4.62458		3.8518248		5.4065766		6.005972		5.2509837		5.4624257		5.462861		5.5944247						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_108209_PI403524517		-25.641783		-4.6804247		25.641783		down

		Contig19625_at		-0.3955903		-0.49593925		-0.58303785		0.12465811		-0.2179966		-0.18622208		-0.67137337		0.08519745		0.08875942		-0.45581388		0.38840723		0.023199081		0.33928442		0.2988081		0.30547428		-0.68713427		1.2739177		-0.023199558		-0.5068288		-1.8061593		-1.426873		-0.9809458		-0.58736706		-0.090735435		-0.6837585		-0.2092433		-0.92432165		0.5658169		0.5737376		0.24140072		0.71501493		0.88654613		0.49477005		0.19727278		0.5583272		1.1277628		6.00E-33		zinc finger (C2H2 type) family protein		At3g13810.1     		27		0		RNA.regulation of transcription.C2H2 zinc finger family				zinc finger (C2H2 type) family protein, contains Pfam domain, PF00096: Zinc finger, C2H2 type				zinc finger protein-like protein [Oryza sativa (japonica cultivar-group)]		BAC79830.1      				protein Zinc finger, C2H2 type, putative		Os07g39310		CUST_6598_PI404877155		-2.6343215		-1.3974314		2.6343215		down

		35_20041		-3.6832812		0.45332193		0.4144454		-3.7142596		-3.655921		-3.693778		-0.25997448		-2.3913884		0.1054554		-0.44342995		-0.1054554		-1.3180201		1.6976047		-2.6704097		4.418402		0.21161366		-0.73387575		-0.16077566		-3.6965766		0.4434619		-0.9741118		-0.10805273		-2.530167		-3.7960985		0.38413906		-0.5459237		0.26615572		5.705519		5.9618573		6.0731406		6.770345		6.828522		6.760513		6.8725944		6.8803563		6.8573327				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_70015_PI403524517		-207.41444		-7.6963725		207.41444		down

		35_21400		-0.42735434		0.30362988		0.29372644		0.24978542		0.34133053		0.4994874		-0.04127741		0.35597992		0.62092924		0.41866732		0.30311775		0.42153978		0.46969843		0.47602224		0.21294737		0.66186714		0.5596461		0.6252279		-4.1983614		-2.035181		-3.2494712		-3.192395		-3.1999812		-2.5053372		-2.1750288		0.04127741		-2.4191554		-0.8720741		-1.536149		-0.6599498		-0.48797798		0.139997		-1.0988479		-1.237813		-0.7138815		-1.0453982				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_74630_PI403524517		-3.2795646		-1.7135043		3.2795646		down

		35_10744		0.067975044		-0.16499233		0.004573345		0.06019354		-0.07577801		-0.008460045		-0.03855896		-0.23848724		-0.8342185		1.3545132		0.92478085		0.85049057		0.47434807		0.74775887		0.44984913		-0.21697807		0.03510666		-0.014503956		-0.8901243		-0.71749496		-0.96987724		-0.26385784		-0.75113773		-0.91670847		-1.7358484		-1.6972227		-1.3658862		-0.004573822		0.19524193		0.11542511		0.8558178		0.97111225		0.9073391		1.21871		0.90256596		1.0849247		2.00E-27		CHR5V7|COORD:25744794..25747451| NPH3 (NON-PHOTOTROPIC HYPOCOTYL 3); signal transducer		AT5G64330.1		30.11		0		signalling.light				 no descriptionweakly similar to ( 102)AT5G64330| Symbols: JK218, RPT3, NPH3 | NPH3 (NON-PHOTOTROPIC HYPOCOTYL 3); signal transducer | chr5:25744794-25747451 FORWARDweakly similar to ( 133)NPH3_ORYSAnot assigned not assigned PRK12323 		2.00E-39		Rep: Coleoptile phototropism protein 1 - Oryza sativa (Rice)		UniRef90_Q5KS50		1.00E-40		CHR02V5|COORD:21607403..21602293|protein transposon protein, putative, Mutator sub-class, expressed		LOC_Os02g35970.1		CUST_14838_PI399408534		-3.3133767		-1.7283022		3.3133767		down

		35_13476		-0.48326087		-1.4936063		-2.9591913		-0.43058467		-0.27858496		0.15647984		-2.4471357		-1.2852323		0.6740012		-0.38108063		-1.5996048		-2.860108		-0.18573642		-0.006424427		0.6506014		-1.0158668		-0.86031175		-0.77429366		0.034971237		0.37055635		-0.82268405		-0.33481193		-0.75262237		1.121172		0.006424427		0.73242855		0.29439306		0.84310246		1.189847		0.93471193		1.9163914		2.1834273		2.0826855		1.747829		2.8913155		2.888173		1.00E-07		CHR3V7|COORD:22891049..22892500| aspartyl protease family protein		AT3G61820.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionvery weakly similar to (53.5)AT3G61820| Symbols:  | aspartyl protease family protein | chr3:22891049-22892500 REVERSE		4.00E-08		Cluster: Eukaryotic aspartyl protease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic aspartyl protease family protein, e		UniRef90_Q2QN11		2.00E-09		CHR12V5|COORD:24179016..24181680|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed		LOC_Os12g39360.1		CUST_13064_PI399408534		-3.436287		-1.7808505		3.436287		down

		35_22398		0.0031805038		0.30026245		0.2730322		-0.36354256		-0.25341463		-0.40899658		-0.3384428		-0.39810848		-0.6201725		1.0221367		1.0175552		0.78057575		-0.0031805038		-0.30753326		-0.15876389		-0.29773378		-0.24131489		-0.22233772		0.2404995		0.56266975		0.43199348		-0.352324		-0.25458145		-0.4765463		-0.519959		-0.6277132		-0.6796217		0.9502306		0.98965454		0.8179312		0.8468733		1.0144358		0.8176956		0.8820963		0.6038017		0.64882755				CHR5V7|COORD:2029954..2033621| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27690.1); similar to Lipase, putative, expressed [Oryza sativa		AT5G06610.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 235)AT5G06610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27690.1); similar to Lipase, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA99131.1); contains InterPro domain Protein of unknown function DUF620; (InterPro:IPR006873) | chr5:2029954-2033621 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF620 TT_ORF1 PRK12678 PRK12323 				Cluster: Os03g0167400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0167400 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DUU3				CHR03V5|COORD:3616741..3621573|protein expressed protein		LOC_Os03g07120.1		CUST_78134_PI403524517		-2.0384307		-1.0274589		2.0384307		down

		Contig11401_at		0.18824005		-0.21583939		0.68946075		-0.016850471		0.18979836		-0.57556057		0.9221897		0.08724117		0.07027531		1.6765747		0.4452095		0.005188942		-1.0734901		-1.3968182		-1.6912165		-2.4907765		-2.3162522		-2.3087897		-0.0051898956		-0.2817154		-0.4688816		-0.32262325		-0.26199913		-0.54462147		-0.49349117		-0.69273186		-0.7988596		0.70869064		3.3086987		2.7324991		2.6410217		3.741829		2.6036196		3.2548141		3.106535		3.1016788		4.00E-31		bZIP transcription factor family protein		At5g24800.1     		27		0		RNA.regulation of transcription.bZIP transcription factor family				NONE				RISBZ5 [Oryza sativa]		BAB39175.1      				protein RISBZ5		Os06g45140		CUST_1293_PI404877155		-9.382317		-3.2299442		9.382317		down

		35_49245		-0.3213687		-0.49196053		-0.16267681		-0.4508772		-0.19756031		-0.81415224		-0.28675318		-0.8008704		-0.22256231		0.5641465		0.6073928		0.8020177		-0.03518963		0.26265955		-0.21429491		-0.6202831		-0.5572884		-0.16683197		-1.1219277		0.07768202		-1.0550773		0.03518915		-0.9464302		-0.26351976		0.13065386		0.118123055		0.3623023		0.80446005		0.70725346		0.6494789		1.0955911		1.0593677		1.0830879		0.93329287		0.36703444		0.19202948						0		35.2		0		not assigned.unknown				 no description		6.00E-18		Cluster: Os05g0116700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0116700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DL86				0		0		CUST_177000_PI403524517		-2.0872772		-1.0616223		2.0872772		down

		35_29601		0.008727312		-0.9304869		-0.68342423		-8.89E-04		1.4602423		0.12958813		-0.003492117		-0.13567472		-0.97683644		-1.2493801		-1.1733549		-0.47960305		8.89E-04		-0.04211521		0.9370885		-0.1196928		0.089868546		0.32805586		-0.9188113		-0.95257425		-0.74183106		0.46996546		0.027293205		-0.26963902		-0.8083477		-1.9079822		-1.7819686		5.4170856		5.6859217		6.111288		7.048767		6.946148		6.794695		6.976469		7.153697		7.0242662						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_103832_PI403524517		-161.79532		-7.338026		161.79532		down

		35_30180		-0.329422		-0.39167118		0.020943642		-0.46987438		-0.28448772		-0.50306034		-0.55900764		-0.5697031		-0.47130966		0.40316486		0.5298939		0.6002598		0.10380077		0.17828846		0.3771677		0.029937744		0.005680084		-0.0056791306		-1.1677742		-0.1661272		-0.725544		-0.47435474		-0.87944317		-0.605566		-0.8179722		-0.7368765		-0.91386795		0.12816143		0.100684166		0.35007858		0.85011864		0.59028816		0.64360714		0.573266		0.35989285		0.47730923						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_106009_PI403524517		-2.2554836		-1.1734369		2.2554836		down

		35_10700		1.2988052		0.32634068		1.4512911		0.4623146		0.78335		-0.07622528		0.89736176		0.3912878		0.5583372		1.2486525		-0.32484436		-0.76882553		-0.9771228		-1.9085498		-1.7663527		-3.1816182		-3.8960996		-3.2055473		0.046483994		-0.22740841		-1.1754293		-0.37210655		-0.26467514		-0.07292366		-0.2545414		-0.687623		-1.3796682		-0.046483994		1.5597878		1.6870251		2.602786		2.675107		2.5750484		2.5998259		2.2793083		2.3403378		2.00E-35		CHR3V7|COORD:22614141..22615311| ATPP2-A13		AT3G61060.1		31.1		0		cell.organisation				 no descriptionweakly similar to ( 145)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARDnot assigned not assigned not assigned 		8.40E-45		Cluster: F-box family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein, putative, expressed - Oryza sativa (j		UniRef90_Q10SN2				CHR03V5|COORD:921039..923411|protein ATPP2-A13, putative, expressed		LOC_Os03g02550.1		CUST_37132_PI403524517		-5.7272735		-2.5178485		5.7272735		down

		35_3452		-0.40935946		0.12852383		-0.38789272		-0.626668		-0.06401634		-1.1587348		-0.31156588		-0.7901573		-0.6116061		0.663713		0.06401634		-0.50490284		-0.787436		-0.65751696		-1.2106228		0.7865977		0.7827711		0.6946888		1.6917329		-0.11718702		1.1341758		-1.1052642		-0.1679759		0.1533575		-0.4254279		-1.0188828		-0.6078744		0.5778084		2.2182574		0.23030281		1.0951624		1.1981311		1.2372956		1.6770425		1.2461033		1.263875		1.00E-33		CHR4V7|COORD:9759658..9760224| ATERF-1 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 1); DNA binding / transcription factor/ transcriptional activator		AT4G17500.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionvery weakly similar to ( 100)AT4G17500| Symbols: ATERF-1 | ATERF-1 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 1); DNA binding / transcription factor/ transcriptional activator | chr4:9759658-9760224 FORWARDvery weakly similar to (97.4)ERF2_TOBACEthylene-responsive transcription factor 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 PRK12323 AP2 Tymo_45kd_70kd PRK07764 Transformer Gag_spuma 				Rep: OSJNBa0079A21.16 protein - Oryza sativa (Rice)		UniRef90_Q7XU93				CHR04V5|COORD:27154537..27151770|protein ethylene-responsive transcription factor 2, putative, expressed		LOC_Os04g46220.1		CUST_26236_PI399408534		-2.37061		-1.2452583		2.37061		down

		35_26556		0.16687965		0.49914455		0.61665964		-0.09830904		0.7429614		-0.9368684		1.4457493		0.3651502		1.2791228		-0.7986107		-1.5489585		-2.3994179		-1.4855075		-2.3755722		-2.0060072		-2.3250225		-2.0872903		-2.07452		-0.32862997		-2.3793712		-1.9815941		-0.52928305		-0.7837231		-0.49725962		0.3158517		-0.26609325		0.0983088		0.1312213		3.1638913		1.0126476		2.910604		2.6156883		2.6732435		3.0439801		2.674892		2.520299		3.00E-30		CHR1|COORD:3076604..3079541| phytochrome interacting factor 3 (PIF3), identical to phytochrome interacting factor 3 (PIF3) GI:3929585 from (Arabidopsis thaliana		AT1G09530.2		27		0		RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family				 no descriptionweakly similar to ( 128)AT1G09530| Symbols: PIF3, POC1, PAP3 | PIF3 (PHYTOCHROME INTERACTING FACTOR 3); DNA binding / transcription factor/ transcription regulator | chr1:3077218-3079369 FORWARDvery weakly similar to (55.5)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned HLH HLH HLH 				Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain		UniRef90_Q2QMB8				CHR12V5|COORD:25735202..25739518|protein phytochrome-interacting factor 4, putative, expressed		LOC_Os12g41650.3		CUST_30510_PI399408534		-8.060771		-3.010918		8.060771		down

		Contig13654_at		-0.17272568		0.023183346		-0.023183584		0.3037343		0.17834568		0.15785074		0.21139812		-0.24874759		-1.2357552		-0.09274888		-0.14698958		-0.4372909		-0.030746698		-0.5635643		-0.28228617		0.09001446		0.4066372		-0.07505703		-0.62426543		-0.6113663		-1.593056		2.1534066		0.18933249		-0.06441498		-0.52031946		-1.502295		-0.3931036		7.3449225		7.6377463		7.4781785		7.59018		7.563378		7.475138		7.2403092		7.268333		7.3105054		7.00E-20		receptor protein kinase, putative (ACR4)		At3g59420.1     		30		0		signalling.receptor kinases.crinkly like				NONE		1.00E-21		serine threonine kinase-like [Oryza sativa (japonica cultivar-group)]		BAD05278.1      		7.00E-31		protein Protein kinase domain, putative		Os12g31560		CUST_3178_PI404877155		-217.34808		-7.7638636		217.34808		down

		35_44063		-0.5176389		0.29963613		-1.483361		0.5173602		0.34709477		0.40573192		-0.5246484		-0.44124603		0.6047635		0.5964627		-0.85982513		-0.5797715		0.79140186		0.35048652		0.0047209263		-2.0440583		-0.2721119		-1.3348603		-1.056416		-2.1752794		-2.0442066		-0.2073276		-0.0047211647		-0.1928792		-1.0421028		-0.359365		-0.09628415		1.4483104		0.88912296		1.1051097		1.7260642		1.7214026		2.007628		1.5764832		2.2205758		1.981739						0		35.2		0		not assigned.unknown				 no description		2.00E-13		Cluster: OSJNBb0006N15.4 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.4 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XMJ5		5.00E-15		CHR04V5|COORD:18153480..18157126|protein resistance protein KR4, putative		LOC_Os04g30690.1		CUST_157822_PI403524517		-5.38272		-2.4283354		5.38272		down

		35_25347		0.09167576		0.08602905		0.1660366		-0.14907932		0.026388168		-0.082157135		0.24039173		0.16170025		-0.16605759		0.014087677		-0.054638863		-0.28050804		0.026659012		0.20555973		-0.2633705		0.22074223		0.2748375		0.2114029		-2.210168		-1.5960102		-1.6441236		-1.4569273		-1.5768452		-1.8290014		-2.252214		-2.2882462		-2.0233793		-0.031230927		-0.08600807		0.033662796		0.1318903		0.12857246		-0.014087677		0.028223038		0.07740021		0.12934208				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_88557_PI403524517		-3.7826803		-1.9194088		3.7826803		down

		HV_CEa0013E09r2_at		-0.40132952		-1.0208073		-0.72561026		-0.790833		-1.3036981		-0.7260456		-0.3422284		-0.44736338		-0.6732836		0.2197752		0.16724968		0.09885454		0.05273342		-0.1676817		-0.09806585		0.2882495		0.4970436		0.34947014		-0.91457224		-0.16862106		-1.2800107		-0.3357091		-0.7865372		-0.49661255		0.14453697		0.22835779		1.071486		-0.05273342		0.59560585		0.72177315		1.1512046		1.177752		1.09377		1.2035556		0.92077494		0.8876567		4.00E-32		transporter, putative		At5g24380.1     		34.12		0		transport.metal				NONE		2.00E-36		OSJNBb0103I08.15 [Oryza sativa (japonica cultivar-group)] ref|XP_473374.1| OSJNBb0103I08.15 [Oryza sativa (japonica cultivar-group)] gb|AAS4		CAE04269.2      		1.00E-37		protein transposon protein, putative, unclassified		Os04g45900		CUST_17515_PI404877155		-2.1999168		-1.137449		2.1999168		down

		35_36927		-0.08449888		-0.3831706		-0.16247988		-1.4618516		-1.3962057		-1.3874092		-0.88067436		-2.2179875		-0.70624065		2.0392709		1.6367879		1.7478895		1.1541986		1.323627		1.3747077		0.8988962		1.117321		0.86655474		-1.0437522		-0.48873425		-0.8638902		-0.90388155		-1.0806017		-1.3042524		-1.0720806		-1.2594349		-0.4984889		0.97857857		1.2168422		1.2516003		0.7832799		0.4965434		0.5302558		0.1585455		0.08449936		0.3234787						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_131487_PI403524517		-3.017165		-1.5931935		3.017165		down

		35_19790		-0.2199477		-0.7028955		0.7015753		-0.84737587		-0.17910433		0.44334745		0.7174461		0.2931471		1.0229664		-0.11898553		-0.81428933		-0.9712657		-0.733894		-0.6963968		-0.66226757		-0.06427288		-0.8782568		-0.4490552		-0.4906597		-0.4461956		-0.6946614		-0.812271		0.0526042		-0.0526042		4.1191664		1.4486256		0.6113074		0.9563079		4.706847		2.5666234		4.233781		4.3221693		3.8639734		4.7367563		4.392124		4.1142836		2.00E-13		CHR5V7|COORD:22913073..22913728| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica		AT5G56550.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (55.8)AT5G56550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047761.1); similar to Os02g0227100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046350.1); similar to MTD1 [Medicago truncatula] (GB:ABE81740.1) | chr5:22913073-22913728 REVERSE				Cluster: Hypothetical protein P0620H05.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0620H05.6 - Oryza sativa (japonica cultivar-gro		UniRef90_Q6H5Z0				CHR02V5|COORD:7133441..7131666|protein expressed protein		LOC_Os02g13370.1		CUST_69169_PI403524517		-10.202421		-3.3508396		10.202421		down

		35_43388		-0.32497597		0.2540536		-0.047295094		-1.5246506		-0.58051944		-0.9954765		-0.5310385		-0.40261173		-0.5021236		3.3665814		1.2692065		0.49389696		-0.53323746		-0.2615204		-0.19497871		-0.22423077		-0.03696251		-0.6809039		-0.27493238		0.17589426		0.03696251		-0.5305319		-0.5786743		-0.53734136		0.25517225		0.20490932		0.4776435		0.99437094		1.2899199		1.0441256		1.2575359		1.1285238		0.9385743		0.63224316		0.99324274		1.9261866		4.00E-35		CHR3V7|COORD:2531988..2534283| rhomboid protein-related		AT3G07950.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 128)AT3G07950| Symbols:  | rhomboid protein-related | chr3:2531988-2534283 FORWARDnot assigned DUF1751 				Rep: OSIGBa0148I18.3 protein - Oryza sativa (Rice)		UniRef90_Q01N34				CHR04V5|COORD:220601..217378|protein transmembrane protein 115, putative, expressed		LOC_Os04g01300.3		CUST_155329_PI403524517		-2.3286817		-1.2195134		2.3286817		down

		35_19100		-0.3069048		-0.49265957		-0.4511881		-0.5567026		-0.6283121		-0.64281654		-0.47921276		-0.43556595		-0.46962738		-0.09001064		0.03505993		-0.4858036		0.26063251		0.30324078		0.20133209		-0.0534153		-0.037775993		-0.036146164		-0.44081497		-0.03505993		-0.57572174		0.22001839		0.09780884		0.30014992		-0.08114433		0.13253403		0.13836193		0.31814194		0.66820717		0.7435875		1.4165077		1.4483395		1.4132996		1.5077085		1.3183403		1.2772398		1.00E-40		CHR1V7|COORD:1136381..1138339| AXR3 (AUXIN RESISTANT 3); transcription factor		AT1G04250.1		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				 no descriptionweakly similar to ( 137)AT1G04250| Symbols: IAA17, AXR3 | AXR3 (AUXIN RESISTANT 3); transcription factor | chr1:1136381-1138339 FORWARDmoderately similar to ( 228)IAA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AUX_IAA PRK07764 PRK12323 PRK07003 DUF1509 Gag_spuma PRK05648 				Rep: Auxin-responsive protein IAA1 - Oryza sativa (Rice)		UniRef90_Q5VRD1				CHR01V5|COORD:4073240..4070478|protein OsIAA1 - Auxin-responsive Aux/IAA gene family member, expressed		LOC_Os01g08320.1		CUST_2657_PI399408534		-2.2200346		-1.1505822		2.2200346		down

		35_22937		0.076473236		0.048991203		-0.041591644		-0.0786047		0.020667076		0.1613512		0.20003414		0.2521038		0.194026		-0.34051704		-0.1813364		-0.21642494		0.047902107		0.1456852		-0.012360573		0.2584257		0.28491116		0.23171806		-11.543062		-11.720307		-11.6431875		-11.138336		-11.693504		-11.581324		-10.08569		-11.679273		-11.627905		-0.10222149		-0.12049866		0.037921906		0.0123615265		0.20429611		-0.025281906		0.4168415		0.6349478		0.49243832				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_79984_PI403524517		-3071.7002		-11.584822		3071.7002		down

		35_8210		0.30265808		0.30154514		0.04675436		-0.4930086		0.01976347		-0.46206903		-1.018928		-0.89891434		-0.30004978		1.5232458		1.5717192		1.1918387		1.0911136		1.1750655		0.19445801		-0.01976347		0.026122093		0.16617823		-0.7677703		-0.22291565		-0.29227924		-0.91270447		-0.8799305		-0.6207857		-0.920063		-0.42735386		-0.49918222		2.1932158		1.1492648		1.3057861		0.58908606		0.45354748		0.5055361		-0.02022791		-0.057683945		-0.061129093				CHR1V7|COORD:12396540..12398278| alliinase family protein		AT1G34060.1		16		0		secondary metabolism.sulfur-containing.misc.alliinase				 no descriptionmoderately similar to ( 290)AT1G34060| Symbols:  | alliinase family protein | chr1:12396540-12398278 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Alliinase_C EGF_alliinase PRK07003 Herpes_BLLF1 DUF566 Pneumo_att_G PRK12323 Metaviral_G Atrophin-1 PRK07764 				Cluster: Cysteine-sulphoxide lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cysteine-sulphoxide lyase-like - Oryza sativa (japonica cultivar-group		UniRef90_Q942G4				CHR01V5|COORD:30201333..30204334|protein alliin lyase precursor, putative, expressed		LOC_Os01g51980.1		CUST_28405_PI403524517		-2.4434695		-1.2889311		2.4434695		down

		Contig6006_s_at		-1.2509432		-0.8548145		-0.6040449		-0.041082382		0.041082382		-0.47804165		1.0954103		0.40342617		0.40530777		0.2545576		-0.6040449		1.0571213		-1.4080877		-1.9440823		-0.90553665		-1.6977081		-1.7326508		-1.7520742		0.60270405		-1.0479202		0.26153564		-1.0282431		0.5004206		-0.9552927		-0.15186214		-0.78215694		-0.19221497		0.82229614		0.55504894		0.1630764		0.9754944		0.8977928		0.9124651		0.9986553		0.73336506		0.857851				expressed protein		At1g21680.1     		13		0		amino acid metabolism.aspartate family.misc.homoserine.synthesis				homoserine dehydrogenase				hypothetical protein [Oryza sativa (japonica cultivar-group)]		AAP03369.1      				protein hypothetical protein		Os12g24330		CUST_12278_PI404877155		-2.1122582		-1.0787861		2.1122582		down

		35_17078		0.39481688		0.6088977		0.833055		-0.5753989		-0.21843529		-1.2566853		-0.16979885		-0.14182138		-0.39919138		0.93818617		0.34099913		0.3995757		0.066410065		-0.066410065		-0.78374434		-0.5750046		-0.769958		-0.6449199		1.1876683		-0.48958826		1.0675778		-0.7010064		-0.51339865		-1.2676992		-0.4275055		-0.7284484		-1.1709752		1.1396699		1.5489202		1.3078713		0.97454023		1.3779225		0.9790902		1.2811761		0.84176683		0.89301443		5.00E-13		CHR5V7|COORD:1104816..1105187| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87214.1)		AT5G04080.1		35.2		0		not assigned.unknown				 no description		5.00E-22		Cluster: Hypothetical protein P0466H10.40-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0466H10.40-1 - Oryza sativa (japonica cultiv		UniRef90_Q5JMU3		3.00E-23		CHR01V5|COORD:42056465..42055500|protein expressed protein		LOC_Os01g72009.1		CUST_59902_PI403524517		-2.8039935		-1.487483		2.8039935		down

		Contig24094_at		-0.47399712		-0.5612016		-0.24564266		-1.0380697		-0.8796959		-0.9202752		-1.250937		-1.2189212		-1.1070123		0.98277855		0.8606796		1.0465422		0.8304291		0.78120136		0.7516489		0.68259144		0.568594		0.47054482		-0.8260665		-0.29020596		-0.76046324		-0.68099403		-1.1582828		-1.2886524		-1.2839918		-1.1724916		-1.061635		0.5611563		0.5271425		0.5020075		0.40655518		0.4778862		0.41457272		0.31716537		0.40785694		0.24564362		1.00E-30		monosaccharide transporter, putative		At1g34580.1     		34.2		0		transporter.sugars				gi|21740734|emb|CAD40855.1| OSJNBa0086B14.27		1.40E-45		OSJNBa0086B14.28 [Oryza sativa (japonica cultivar-group)] emb|CAD40953.1| OSJNBa0027G07.2 [Oryza sativa (japonica cultivar-group)]		CAD40855.1      				protein Sugar transporter		Os04g37970		CUST_8172_PI404877155		-2.5952315		-1.3758633		2.5952315		down

		35_16193		-0.2396245		-0.19606066		-0.010565281		-0.36608458		-0.18961763		-1.1095977		0.26426077		-0.28365803		0.010565758		0.51359177		0.3332677		0.5333972		-0.076058865		-0.07314348		-0.5281892		-0.32097626		-0.1806016		-0.17167616		0.29404116		0.16685724		-0.21037436		-0.19308186		-0.0697484		0.22442055		0.67754984		-0.11479187		-0.3412776		0.6888256		0.7251353		0.90081644		1.5680256		1.5936356		1.4705563		1.6256533		1.3399324		1.3471413				CHR1V7|COORD:25884105..25885163| RAV2 (REGULATOR OF THE ATPASE OF THE VACUOLAR MEMBRANE); DNA binding / transcription factor		AT1G68840.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionmoderately similar to ( 283)AT1G68840| Symbols: RAP2.8, RAV2 | RAV2 (REGULATOR OF THE ATPASE OF THE VACUOLAR MEMBRANE); DNA binding / transcription factor | chr1:25884105-25885163 FORWARDvery weakly similar to (62.0)ERF3_TOBACEthylene-responsive transcription factor 3 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B3 AP2 AP2 PRK07003 PRK07764 PRK12323 FimV PRK12678 DUF566 PRK09169 				Cluster: Putative AP2 domain containing protein RAP2.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AP2 domain containing protein RAP2.8 - Oryza s		UniRef90_Q9AWS0				CHR01V5|COORD:2199066..2200662|protein DNA-binding protein RAV1, putative, expressed		LOC_Os01g04800.1		CUST_11705_PI399408534		-2.3020241		-1.2029029		2.3020241		down

		35_20834		-0.18922186		-2.0743623		0.18922186		1.0479574		1.2644253		1.2568398		2.753252		2.0782175		1.7325354		-4.647914		-4.1442046		-3.7155993		-2.1503963		-2.2174764		-2.4049335		-1.8707876		-1.7581663		-1.8280692		-0.7373662		-0.7402835		-4.5519037		-0.55901146		-0.5273814		-0.51915836		0.93902206		0.86856365		0.629354		-0.2398777		3.7718935		2.7220354		3.6918802		4.418256		3.779045		4.4787073		4.1904163		4.1901608		2.00E-37		CHR4V7|COORD:16945078..16945988| SEN1 (DARK INDUCIBLE 1)		AT4G35770.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 135)AT4G35770| Symbols: SEN1, ATSEN1, DIN1 | SEN1 (DARK INDUCIBLE 1) | chr4:16945078-16945969 FORWARDweakly similar to ( 135)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD PRK08762 RHOD_1 PspE Rhodanese RHOD_Pyr_redox GlpE_ST PRK11784 RHOD_HSP67B2 PRK05597 				Rep: Senescence-associated protein - Triticum aestivum (Wheat)		UniRef90_Q2TN72				CHR06V5|COORD:30825116..30822444|protein senescence-associated protein DIN1, putative, expressed		LOC_Os06g50930.1		CUST_72687_PI403524517		-16.249212		-4.022298		16.249212		down

		35_16859		-0.30463743		0.16885328		-0.49204636		-0.45746326		-0.37414598		-0.48991632		-0.24433422		-0.14875937		-0.039520264		0.08673525		0.20967197		0.7547703		-0.916523		-0.5613308		-1.3398681		-0.72312164		-0.5425143		-0.57182217		1.954175		-0.031528473		1.7548852		-0.1993022		-0.0031604767		0.0031604767		0.3030815		0.17875242		-0.04991293		4.4630175		3.6430588		3.7315016		4.3653355		4.4284954		4.2832937		4.27124		4.358493		4.3387566				CHR1V7|COORD:23253014..23254731| similar to B0616E02-H0507E05.5 [Oryza sativa (indica cultivar-group)] (GB:CAH67829.1)		AT1G62780.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 207)AT1G62780| Symbols:  | similar to B0616E02-H0507E05.5 [Oryza sativa (indica cultivar-group)] (GB:CAH67829.1) | chr1:23253014-23254731 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF566 PRK07764 				Rep: B0616E02-H0507E05.5 protein - Oryza sativa (Rice)		UniRef90_Q01HW7				CHR04V5|COORD:362959..361308|protein expressed protein		LOC_Os04g01540.1		CUST_59114_PI403524517		-13.687458		-3.7747827		13.687458		down

		35_20043		-1.7623351		-0.43961453		-2.1162667		-0.23322034		-0.2567451		-1.3832695		0.67074203		0.016943455		0.55999136		-2.1345482		-0.41047287		-0.65868545		2.6075134		-2.2103934		5.1714387		-2.1101046		-0.8871672		-2.2605329		-0.016943693		-1.2695553		-0.7084007		0.1430564		-0.0617795		-0.3261099		0.6011319		1.1226563		0.7373872		7.0830655		7.4823127		7.4167285		7.8783364		8.00741		7.859019		7.8686633		7.8939614		7.8803296				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_70021_PI403524517		-205.52266		-7.6831536		205.52266		down

		35_22913		-0.4777336		-0.25403833		-0.10319185		0.10319185		1.1976652		-1.3167853		1.2064748		-0.31575203		1.1006346		0.9789562		-0.2667861		1.3022165		-0.8787441		-0.97703934		-0.9083171		-1.1600504		-1.1118469		-1.0560699		0.13466787		-1.9344463		-1.8990784		-0.45098686		-0.53957033		0.176373		1.7520056		-1.0615053		-1.6388502		0.9054022		1.4388218		0.7704091		2.211728		1.853569		2.1355972		1.4671965		1.6263714		1.6639137		7.00E-08		CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative		AT1G20130.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned 		1.00E-08		Rep: Minus agglutinin - Chlamydomonas incerta		UniRef90_Q5I2R0		5.00E-07		CHR03V5|COORD:3862749..3862120|protein sulfated surface glycoprotein 185 precursor, putative		LOC_Os03g07640.1		CUST_79898_PI403524517		-4.501759		-2.1704888		4.501759		down

		35_15752		-0.34521627		-0.47724295		-0.28008652		-0.49578285		0.23706388		-0.5216179		0.29358435		-0.0758028		0.23774004		-0.9062438		-1.202354		-0.49450064		-0.7426138		0.05019331		-0.27955675		0.30743647		0.30477333		0.40019226		1.2462406		-0.6814647		0.13662624		-0.39877415		-0.050193787		-0.5329819		-0.33212328		-0.05730343		0.18096828		-0.102074146		3.4487314		1.2318969		2.246355		3.1170034		2.445839		3.1637793		2.883811		2.682601				CHR1V7|COORD:24032640..24034200| ATMGL; catalytic/ methionine gamma-lyase		AT1G64660.1		13		0		amino acid metabolism.degradation.aspartate family.methionine.methionine gamma-lyase				 no descriptionhighly similar to ( 515)AT1G64660| Symbols: ATMGL | ATMGL; catalytic/ methionine gamma-lyase | chr1:24032640-24034200 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MetC Cys_Met_Meta_PP PRK08133 MET17 PRK08249 PRK06234 PRK07503 PRK07671 PRK08064 PRK07811 PRK07504 PRK08134 PRK05939 PRK08574 PRK05968 PRK07810 PRK06767 PRK07812 PRK06460 PRK08045 PRK06176 PRK08247 PRK07049 PRK08248 PRK06434 PRK05994 PRK05613 PRK06084 PRK07582 PRK08776 PRK08861 PRK07269 PRK07050 PRK05967 PRK06702 PRK08114 PRK09028 PRK07764 PRK12323 PRK07003 PRK12678 csdA Tymo_45kd_70kd DUF390 Aminotran_5 PRK05958 Atrophin-1 infB Herpes_UL56 BioF SerH APC_basic Totivirus_coat 				Rep: Putative gamma-lyase - Oryza sativa (Rice)		UniRef90_Q94HY3				CHR10V5|COORD:19674935..19671127|protein O-succinylhomoserine sulfhydrylase, putative, expressed		LOC_Os10g37340.1		CUST_55331_PI403524517		-5.280857		-2.400772		5.280857		down

		35_23482		0.57044554		-0.0012321472		0.058901787		-1.166749		-1.280685		-0.79832745		-1.6275358		-1.0023365		-0.34382534		1.8060274		1.5312672		1.4438353		0.80022144		0.92763853		0.8897505		0.7392545		0.6578922		0.4151988		-1.396822		-0.56402826		-0.3244791		-0.876431		-1.0937686		-1.3630247		-1.2250447		-0.72808695		-1.5496387		1.2769723		1.0928907		1.1327991		0.096051216		0.26479053		0.0012321472		0.29927874		-0.11024523		-0.512486		2.00E-07		CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding		AT1G16610.2		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned DUF390 PRK12678 		3.00E-13		Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5		UniRef90_A1HY15		1.00E-11		CHR01V5|COORD:8190272..8191058|protein hypothetical protein		LOC_Os01g14640.1		CUST_81866_PI403524517		-2.6517715		-1.4069564		2.6517715		down

		HvIPT21		-0.06645155		-1.1278641		-0.16108513		-0.56945467		-0.06075239		-0.5315366		0.24277353		-0.26688194		0.08804655		-1.2414272		-0.97933435		-0.4239626		0.013273716		0.24701834		-0.32600546		-0.12510443		0.4506607		0.59350157		0.97894526		-1.0414932		-0.013273716		-0.9880581		-0.6760578		-1.3726978		0.19343138		-0.047393322		1.8157134		0.73921204		3.2663622		1.1157613		1.9771008		2.9807038		2.9440522		3.0838509		2.6505933		2.559742										0																				CUST_398_PI399407379		-5.643044		-2.4964736		5.643044		down

		35_23597		0.30228662		-0.025913239		0.016029358		0.15717506		0.46078444		0.18805361		-0.19279099		-0.010811329		0.2791009		0.010095596		-0.0058703423		0.011951923		0.2546134		0.281466		-0.44716835		0.0058703423		-0.15519142		-0.046482086		-6.470999		-6.5642533		-6.400316		-6.568218		-6.4657407		-6.64345		-6.3664503		-4.187421		-6.33334		-0.075930595		-0.07259512		0.21705866		0.22308826		0.20837116		0.4856391		0.19578934		0.5677552		0.5017724				0		0		35.2		0		not assigned.unknown				 no description		2.00E-05		Rep: Protein kinase family protein - Musa acuminata (Banana)		UniRef90_Q1EPA3		1.00E-05		CHR02V5|COORD:33704084..33713617|protein mutT/nudix family protein, putative, expressed		LOC_Os02g55030.1		CUST_82280_PI403524517		-88.79141		-6.472348		88.79141		down

		35_9981		-0.66178894		-1.2344356		-0.34926796		-0.0017223358		-0.13009357		0.0017223358		0.12885475		0.039987087		-1.0851455		-0.90155745		-1.3637662		-1.4550071		0.30713367		-0.7908497		2.3919563		-0.9241171		-0.8490219		0.6505642		-1.359788		-0.50342274		-1.2861085		2.1687584		0.39374542		0.1901598		-0.6773958		-0.49664402		-0.45210648		2.4526606		2.1080475		2.5143318		2.3758354		2.3712091		2.3490295		1.8678684		2.2792616		2.09336				0		0		35.2		0		not assigned.unknown				 no description		3.00E-20		Cluster: Leucine Rich Repeat family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein - Oryza sativa (japonica cultiv		UniRef90_Q2R440		2.00E-21		CHR11V5|COORD:16788372..16791560|protein receptor-like protein kinase precursor, putative		LOC_Os11g29790.1		CUST_34620_PI403524517		-5.628348		-2.4927115		5.628348		down





Supp. Table. 4

		Supplementary Table 4. Expression patterns of genes regulated in MHOR 318 and MHOR 345, respective progenitors AD (Ackermann's Donaria) and HH (Heine's Haisa). (Red color indicates up regulation and green color indicates down regulation).

						US91603673_252882710112_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)

						Heines Haisa-GP1		Heines Haisa-GP2		Heines Haisa-GP3		Heines Haisa-SP1		Heines Haisa-SP2		Heines Haisa-SP3		Heines Haisa-AP1		Heines Haisa-AP2		Heines Haisa-AP3		MHOR345-GP1		MHOR345-GP2		MHOR345-GP3		MHOR345-SP1		MHOR345-SP2		MHOR345-SP3		MHOR345-AP1		MHOR345-AP2		MHOR345-AP3		Ackermanns Donaria-GP1		Ackermanns Donaria-GP2		Ackermanns Donaria-GP3		Ackermanns Donaria-SP1		Ackermanns Donaria-SP2		Ackermanns Donaria-SP3		Ackermanns Donaria-AP1		Ackermanns Donaria-AP2		Ackermanns Donaria-AP3		MHOR318-GP1		MHOR318-GP2		MHOR318-GP3		MHOR318-SP1		MHOR318-SP2		MHOR318-SP3		MHOR318-AP1		MHOR318-AP2		MHOR318-AP3

		Harvest assembly ID				HH-GP1		HH-GP2		HH-GP3		HH-SP1		HH-SP2		HH-SP3		HH-AP1		HH-AP2		HH-AP3		MHOR345-GP1		MHOR345-GP2		MHOR345-GP3		MHOR345-SP1		MHOR345-SP2		MHOR345-SP3		MHOR345-AP1		MHOR345-AP2		MHOR345-AP3		AD-GP1		AD-GP2		AD-GP3		AD-SP1		AD-SP2		AD-SP3		AD-AP1		AD-AP2		AD-AP3		MHOR318-GP1		MHOR318-GP2		MHOR318-GP3		MHOR318-SP1		MHOR318-SP2		MHOR318-SP3		MHOR318-AP1		MHOR318-AP2		MHOR318-AP3		ATH_EVALUE		ATH_SEQ_DESC		ATH_SEQ_ID		BINCODE		ControlType		FUNCAT				MAPMAN DESCRIPTION		PROT_EVALUE		PROT_SEQ_DESC		PROT_SEQ_ID		RICE_EVALUE		RICE_SEQ_DESC		RICE_SEQ_ID		ProbeName		FC ([HEINES HAISA] vs [MHOR345])		Log FC ([HEINES HAISA] vs [MHOR345])		FC (abs) ([HEINES HAISA] vs [MHOR345])		Regulation ([HEINES HAISA] vs [MHOR345])

		Contig6005_x_at		0		-3.2156372		-3.5176811		-3.0726075		-2.9283576		-2.8553624		-3.2536178		-1.993681		-2.354752		-3.3722591		-3.5808659		-3.1124177		-4.2221556		-2.4279156		-3.7088575		-0.29283524		-3.3889418		-3.9784765		-3.1218686		1.5557461		0.29283524		1.3124981		0.5661478		1.575778		0.55271244		1.3289185		0.8891134		1.2457952		1.9105453		1.8037224		1.5274963		2.2449675		2.1548471		2.28856		2.28856		2.165513		2.1121168				expressed protein		At1g21680.1     		13		0		amino acid metabolism.aspartate family.misc.homoserine.synthesis				homoserine dehydrogenase				hypothetical protein [Oryza sativa (japonica cultivar-group)]		AAP03369.1      				protein hypothetical protein		Os12g24330		CUST_12274_PI404877155		-2.0274165		-1.0196425		2.0274165		down

		Contig6006_s_at		0		-1.2509432		-0.8548145		-0.6040449		-0.041082382		0.041082382		-0.47804165		1.0954103		0.40342617		0.40530777		0.2545576		-0.6040449		1.0571213		-1.4080877		-1.9440823		-0.90553665		-1.6977081		-1.7326508		-1.7520742		0.60270405		-1.0479202		0.26153564		-1.0282431		0.5004206		-0.9552927		-0.15186214		-0.78215694		-0.19221497		0.82229614		0.55504894		0.1630764		0.9754944		0.8977928		0.9124651		0.9986553		0.73336506		0.857851				expressed protein		At1g21680.1     		13		0		amino acid metabolism.aspartate family.misc.homoserine.synthesis				homoserine dehydrogenase				hypothetical protein [Oryza sativa (japonica cultivar-group)]		AAP03369.1      				protein hypothetical protein		Os12g24330		CUST_12278_PI404877155		-2.1122582		-1.0787861		2.1122582		down

		35_15752		0		-0.34521627		-0.47724295		-0.28008652		-0.49578285		0.23706388		-0.5216179		0.29358435		-0.0758028		0.23774004		-0.9062438		-1.202354		-0.49450064		-0.7426138		0.05019331		-0.27955675		0.30743647		0.30477333		0.40019226		1.2462406		-0.6814647		0.13662624		-0.39877415		-0.050193787		-0.5329819		-0.33212328		-0.05730343		0.18096828		-0.102074146		3.4487314		1.2318969		2.246355		3.1170034		2.445839		3.1637793		2.883811		2.682601				CHR1V7|COORD:24032640..24034200| ATMGL; catalytic/ methionine gamma-lyase		AT1G64660.1		13		0		amino acid metabolism.degradation.aspartate family.methionine.methionine gamma-lyase				 no descriptionhighly similar to ( 515)AT1G64660| Symbols: ATMGL | ATMGL; catalytic/ methionine gamma-lyase | chr1:24032640-24034200 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MetC Cys_Met_Meta_PP PRK08133 MET17 PRK08249 PRK06234 PRK07503 PRK07671 PRK08064 PRK07811 PRK07504 PRK08134 PRK05939 PRK08574 PRK05968 PRK07810 PRK06767 PRK07812 PRK06460 PRK08045 PRK06176 PRK08247 PRK07049 PRK08248 PRK06434 PRK05994 PRK05613 PRK06084 PRK07582 PRK08776 PRK08861 PRK07269 PRK07050 PRK05967 PRK06702 PRK08114 PRK09028 PRK07764 PRK12323 PRK07003 PRK12678 csdA Tymo_45kd_70kd DUF390 Aminotran_5 PRK05958 Atrophin-1 infB Herpes_UL56 BioF SerH APC_basic Totivirus_coat 				Rep: Putative gamma-lyase - Oryza sativa (Rice)		UniRef90_Q94HY3				CHR10V5|COORD:19674935..19671127|protein O-succinylhomoserine sulfhydrylase, putative, expressed		LOC_Os10g37340.1		CUST_55331_PI403524517		-5.280857		-2.400772		5.280857		down

		HY03N05u_at		0		-0.16800165		-0.0032277107		-0.051651		-0.7168093		-0.5859847		-0.7618141		-1.1015525		-1.4865003		-0.7732668		0.6990757		1.2381039		0.4703107		0.8659854		1.0360832		1.2298241		1.0855193		1.1284466		1.0820217		-0.47788954		0.8494959		-0.06082821		-0.19390011		-0.4533162		-1.0081296		-0.26010752		-0.7162938		-0.61276674		0.90669584		1.060082		0.798254		0.306664		0.30117035		0.53730965		0.6016216		0.0032281876		-0.17533588		6.00E-21		oxidoreductase, 2OG-Fe(II) oxygenase family protein		At5g18900.1     		13		0		amino acid metabolism.degradation.glutamate family.proline				gi|31432062|gb|AAP53747.1| unknown protein		4.00E-22		putative oxidoreductase [Oryza sativa (japonica cultivar-group)]		AAO72374.1      		2.00E-24		protein oxidoreductase, 2OG-Fe(II) oxygenase family, putative		Os10g27340		CUST_18987_PI404877155		-3.05115		-1.6093532		3.05115		down

		35_811		0		-0.28196192		-0.21031666		-0.29729652		0.86650085		0.97455025		0.960413		1.5662766		1.1210184		0.8342962		-1.5152416		-0.97828627		-0.20189571		1.1092834		1.3337088		0.20189619		0.84655476		0.85258675		0.92969704		-1.2834892		-1.4037361		-1.1977515		-0.7547622		-0.8114238		-1.3098435		-0.5437794		-0.743773		-1.0107384		-1.0715437		-1.1620998		-0.6913209		0.3814559		0.542923		0.35618496		1.1248226		0.67910767		0.73439026				CHR1V7|COORD:25497081..25499383| HPR (Hydroxypyruvate reductase); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD		AT1G68010.1		13		0		amino acid metabolism.degradation.serine-glycine-cysteine group.glycine				 no descriptionhighly similar to ( 653)AT1G68010| Symbols: HPR | HPR (Hydroxypyruvate reductase); NAD binding / cofactor binding / oxidoreductase, acting on the CH-OH group of donors, NAD or NADP as acceptor | chr1:25497081-25499383 FORWARDhighly similar to ( 650)DHGY_CUCSAGlycerate dehydrogenase - Cucumis sativus (Cucumber)not assigned not assigned not assigned 2-Hacid_dh LdhA SerA 2-Hacid_dh_C PRK11790 PRK08410 PRK06487 PRK06932 PRK08605 PRK12480 PRK00257 PRK07574 PRK06436 				Cluster: Putative hydroxypyruvate reductase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hydroxypyruvate reductase - Oryza sativa (japonica cultiv		UniRef90_Q6YU90				CHR02V5|COORD:82952..78483|protein hydroxypyruvate reductase, putative, expressed		LOC_Os02g01150.2		CUST_2973_PI403524517		-2.1523504		-1.105913		2.1523504		down

		Contig2515_at		0		-0.14938927		-0.43206215		-0.3246498		0.8368621		0.9504795		0.9286008		1.4493542		1.1216116		0.9238806		-1.6654363		-1.1334734		-0.40055943		1.1731234		1.3258142		0.17432308		0.9680052		0.7464075		0.95848894		-1.5096045		-1.5638285		-1.2568707		-0.85741234		-0.9738898		-1.4470601		-0.7112484		-0.81554174		-0.87438726		-0.85700846		-1.2022033		-0.5714669		0.2815714		0.5257659		0.14938974		1.03759		0.60906744		0.73209476				glycerate dehydrogenase / NADH-dependent hydroxypyruvate reductase		At1g68010.1     		13		0		amino acid metabolism.degradation.serine-glycine-cysteine group.serine				 hydroxypyruvate reductase				0		BAD07805.1      				protein D-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain, putative		Os02g01150		CUST_8515_PI404877155		-2.2823439		-1.1905161		2.2823439		down

		Contig5712_at		0		0.51852417		0.46159458		0.53969765		0.9363651		1.0444145		1.0419493		0.4832163		0.606946		1.0535536		0.43674183		0.5004854		0.45354176		0.8870268		1.2447777		0.49441624		0.9506054		0.98721886		1.0314989		-5.032423		-6.6022387		-4.9585433		-5.4437723		-5.2399645		-5.796867		-5.3504286		-5.1585264		-5.3110456		-0.43674278		-0.80528164		-0.50191784		-0.90856934		-0.8794317		-0.92239666		-1.062437		-0.89679813		-0.96329784		8.00E-41		shikimate kinase family protein		At3g26900.1     		13		0		amino acid metabolism.synthesis.aromatic aa.chorismate				gi|15128455|dbj|BAB62639.1| contains ESTs AU032851(S13343),AU089731(S13343)~unknown protein				P0672D08.28 [Oryza sativa (japonica cultivar-group)] dbj|BAB92141.1| contains ESTs AU032851(S13343),AU089731(S13343)~unknown protein [Oryza		NP_908341.1     				protein hypothetical protein		Os01g01300		CUST_11986_PI404877155		-24.470865		-4.6129932		24.470865		down

		35_16839		0		0.13182211		0.38326025		0.41621923		0.25850248		0.25315237		0.41974974		0.04979992		0.12192297		0.13812399		0.2697873		0.46847296		0.6992402		-0.023679256		-0.09093714		-0.6138506		0.026110172		0.060813904		0.01851368		-1.8584833		-2.7513256		-1.9165583		-2.9243727		-2.7750196		-3.7965617		-2.1705127		-2.7055383		-2.885818		0.6520114		0.407207		0.4506669		-0.14077187		-0.01851368		-0.06964207		-0.26046467		-0.364882		-0.43917227		9.00E-41		CHR3V7|COORD:9913551..9915661| shikimate kinase family protein		AT3G26900.1		13		0		amino acid metabolism.synthesis.aromatic aa.chorismate.shikimate kinase				 no descriptionweakly similar to ( 162)AT3G26900| Symbols:  | shikimate kinase family protein | chr3:9913551-9915661 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned SKI SK aroK AroK PRK07003 Tymo_45kd_70kd PRK12323 Atrophin-1 				Cluster: Os01g0102600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0102600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JRG4				CHR01V5|COORD:142379..144654|protein shikimate kinase family protein, expressed		LOC_Os01g01302.1		CUST_59033_PI403524517		-6.349912		-2.6667366		6.349912		down

		Contig6406_at		0		-1.6905813		-1.7261367		-1.7967749		-2.322465		-1.9665165		-1.8287311		-2.6241932		-2.326809		-2.0914006		-0.11083841		-1.0152063		-1.1063337		-1.2017927		-1.7328191		-0.13874388		-1.1518459		-1.4140987		-1.4162507		1.8129501		1.5960312		1.5690584		1.1781073		1.5159264		1.6092291		1.6169062		2.1433496		1.5154209		1.5222578		1.483242		1.2399387		0.66750574		0.52154255		0.44022942		0.11083794		0.3098116		0.12674856				indole-3-glycerol phosphate synthase (IGPS)		At2g04400.1     		13		0		amino acid metabolism.synthesis.aromatic aa.tryptophan				NONE				putative indole-3-glycerol phosphate synthase [Oryza sativa (japonica cultivar-group)] dbj|BAD10429.1| putative indole-3-glycerol phosphate		BAD01725.1      				protein indole-3-glycerol phosphate synthase, putative		Os08g23150		CUST_12667_PI404877155		-2.0132408		-1.0095198		2.0132408		down

		35_19662		0		-0.6954706		-0.37114286		-0.76171494		-0.5997784		-0.4184966		-0.3671949		-0.4992633		-1.1466322		-0.29572535		1.1312628		0.8496456		1.1049032		-0.044891357		0.044891596		0.24138999		-0.72616124		-0.1787219		0.094831705		-0.680562		2.4850292		0.35076952		-0.13044333		-0.24936843		-1.1847348		-0.4793887		0.30777192		-0.1557548		2.3451662		2.6532798		2.4492273		1.6177082		1.1133943		1.6532612		1.4736786		1.5734549		1.6216455				CHR4V7|COORD:7021764..7023246| ATSR (ARABIDOPSIS THALIANA SIGNAL-RESPONSIVE); serine racemase		AT4G11640.1		13		0		amino acid metabolism.synthesis.branched chain group.isoleucine specific				 no descriptionmoderately similar to ( 421)AT4G11640| Symbols: ATSR | ATSR (ARABIDOPSIS THALIANA SIGNAL-RESPONSIVE); serine racemase | chr4:7021764-7023246 FORWARDweakly similar to ( 130)THD1_CICARThreonine dehydratase biosynthetic, chloroplast precursor - Cicer arietinum (Chickpea) (Garbanzo)not assigned not assigned not assigned IlvA PRK07048 PRK08198 PRK08638 PRK06382 PRK07476 PRK07334 PRK08526 PRK09224 PRK08246 PRK06815 PRK06608 PRK08639 PRK12483 PALP PRK06110 PRK08813 ThrC CysK PRK08206 PRK08197 PRK06450 PRK06352 PRK05638 PRK06177 PRK06381 PRK10717 PRK07409 PRK06260 PRK07591 PRK08329 PRK06721 PRK07702 cysM PRK07871 				Rep: OSJNBb0012E24.7 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XSN8				CHR04V5|COORD:27607501..27604719|protein serine racemase, putative, expressed		LOC_Os04g46930.2		CUST_68725_PI403524517		-3.4922733		-1.8041664		3.4922733		down

		Contig11646_at		0		-0.7375283		-0.4937501		-0.6744442		-0.47211504		-0.72647905		-0.5848222		0.026312828		-0.105864525		-0.14771843		0.59094334		0.45991135		0.25545502		0.11397076		0.0011720657		0.444232		-0.10223818		-0.0011720657		0.11375332		-0.9109049		-0.8961592		-0.9641743		-0.35166693		-0.35842657		-0.6389065		0.06310654		-0.14290047		-0.1166687		1.7365341		1.9275169		1.8900375		2.1106215		1.3681126		2.1568718		1.846775		2.251196		2.1468372				serine racemase, putative		At4g11640.1     		13		0		amino acid metabolism.synthesis.branched chain group.isoleucine specific				serine racemase, putative				OSJNBb0012E24.7 [Oryza sativa (japonica cultivar-group)] ref|XP_473457.1| OSJNBb0012E24.7 [Oryza sativa (japonica cultivar-group)]		CAE01865.2      				protein Pyridoxal-phosphate dependent enzyme		Os04g46930		CUST_1478_PI404877155		-5.3398547		-2.4168005		5.3398547		down

		35_1473		0		-0.12284851		0.0062360764		-0.12407303		-0.08232212		-0.3399887		-0.10382271		-0.00623703		-0.15394592		-0.15338802		0.6485586		0.20648098		1.6552572		0.85880184		0.9836874		0.91598606		1.3007612		1.367816		1.3559389		3.2448254		-0.05850315		2.9560585		-0.12092018		0.49218655		-0.0682621		0.17325115		0.23178768		0.61972046		0.7080889		-0.25903702		0.087610245		-0.042957306		-0.16153526		-0.16549969		-0.05015278		-0.12778664		-0.19970798				CHR5V7|COORD:20214991..20217394| KOR1 (KORRIGAN); hydrolase, hydrolyzing O-glycosyl compounds		AT5G49720.1		10		0		cell wall.degradation.cellulases and beta -1,4-glucanases				 no descriptionhighly similar to ( 835)AT5G49720| Symbols: DEC, KOR, RSW2, OR16PEP, IRX2, KOR1 | KOR1 (KORRIGAN); hydrolase, hydrolyzing O-glycosyl compounds | chr5:20214991-20217394 REVERSEnearly identical (1028)GUN10_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_9 DUF566 PRK12323 				Rep: Endoglucanase 10 - Oryza sativa (Rice)		UniRef90_Q84R49				CHR03V5|COORD:30135698..30132196|protein endo-1,4-beta-glucanase Cel1, putative, expressed		LOC_Os03g52630.1		CUST_5335_PI403524517		-2.2231894		-1.1526308		2.2231894		down

		35_18384		0		-0.2712803		0.16805553		0.08062267		0.026658058		-0.54571486		-0.8199377		-0.48815298		-1.1013846		-0.96419334		1.4147472		1.1591959		2.127161		0.8452883		0.65376854		0.7054939		1.3475657		1.324295		1.3768845		3.3490343		-0.31894493		2.9707031		-1.3230257		0.40122604		-0.74538374		-0.26482296		-1.3694935		-1.5537572		1.2614021		0.9788532		0.6764698		-0.026658058		-0.11513424		-0.27793694		-0.730999		-0.85714626		-0.8626938		6.00E-31		CHR3V7|COORD:16458265..16459663| XTR8 (xyloglucan:xyloglucosyl transferase 8); hydrolase, acting on glycosyl bonds		AT3G44990.1		10.7		0		cell wall.modification				 no descriptionweakly similar to ( 130)AT3G44990| Symbols: ATXTR8, XTR8 | XTR8 (xyloglucan:xyloglucosyl transferase 8); hydrolase, acting on glycosyl bonds | chr3:16458265-16459663 REVERSEvery weakly similar to (70.5)XTH_WHEATProbable xyloglucan endotransglucosylase/hydrolase precursor - Triticum aestivum (Wheat)not assigned GH16_XET XET_C 				Cluster: Putative xyloglucan endo-transglycosylase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative xyloglucan endo-transglycosylase - Oryza sativa		UniRef90_Q8GVR3				CHR07V5|COORD:17489005..17491332|protein xyloglucan endotransglucosylase/hydrolase protein 32 precursor, putative, expressed		LOC_Os07g29750.1		CUST_64392_PI403524517		-3.1431084		-1.652192		3.1431084		down

		35_5446		0		-0.7509222		-0.75878525		-0.912549		-1.6661515		-2.0431738		-1.6306572		-1.5919766		-1.3420253		-1.6663904		1.1531839		0.87146664		0.4092369		0.7410965		0.86360264		0.27479935		1.224783		1.2439108		1.2500181		-0.5257492		-0.6851387		-0.0034427643		-1.105051		-1.0853391		-1.1163235		-1.3532147		-0.98606586		-0.8689337		0.003443718		0.44201756		0.34768772		0.5071955		0.70141125		0.483613		0.21405888		0.026464462		0.079794884				CHR2V7|COORD:18606650..18608312| ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4)		AT2G45110.1		10.7		0		cell wall.modification				 no descriptionmoderately similar to ( 225)AT2G45110| Symbols: EXPB4, ATHEXP BETA 1.1, ATEXPB4 | ATEXPB4 (ARABIDOPSIS THALIANA EXPANSIN B4) | chr2:18606650-18608312 FORWARDmoderately similar to ( 364)EXB11_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Pollen_allerg_1 DPBB_1 PRK07764 PRK07003 Herpes_BLLF1 PRK12323 				Rep: Expansin-B11 precursor - Oryza sativa (Rice)		UniRef90_Q6H676				CHR02V5|COORD:26642968..26644738|protein beta-expansin 4 precursor, putative, expressed		LOC_Os02g44108.1		CUST_18816_PI403524517		-4.8101473		-2.266081		4.8101473		down

		35_18300		0		-0.6980405		-0.9796853		-0.61958265		-0.6551652		-0.9067359		-0.63093185		0.0053772926		-0.16787672		-0.12269735		0.785717		0.37376547		0.29947042		0.31926775		0.37186098		0.36519766		0.66764593		0.7262907		0.76569986		-1.4288101		-0.8541093		-1.310514		-0.9224224		-1.520515		-1.3290782		-0.7312279		-0.49130774		-0.7735872		-0.005376816		1.2728581		0.3850665		1.3627582		1.4624758		1.4984641		1.840642		1.480989		1.491456				CHR3V7|COORD:543470..545485| MEE31 (maternal effect embryo arrest 31); mannose-6-phosphate isomerase		AT3G02570.1		10		0		cell wall.precursor synthesis.phosphomannose isomerase				 no descriptionmoderately similar to ( 302)AT3G02570| Symbols: MEE31 | MEE31 (maternal effect embryo arrest 31); mannose-6-phosphate isomerase | chr3:543470-545485 REVERSEnot assigned PMI_typeI ManA 				Cluster: Putative mannose-6-phosphate isomerase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mannose-6-phosphate isomerase - Oryza sativa (japonic		UniRef90_Q9FTR6				CHR01V5|COORD:1530937..1536429|protein mannose-6-phosphate isomerase, putative, expressed		LOC_Os01g03710.1		CUST_64084_PI403524517		-2.0705705		-1.0500283		2.0705705		down

		35_29430		0		0.050742626		-0.047982693		0.27022266		-1.2275743		-0.17579508		-1.2564025		-0.7498455		-0.8438606		-0.529232		-0.32107925		-0.083043575		0.16701365		0.1593256		0.06323576		0.25591898		0.28133392		0.19667959		0.47520447		-0.38694048		0.02522707		-0.39308643		-0.547626		-0.23691082		-0.3184929		-0.9539399		-0.67097497		-0.5356436		0.34867573		0.756835		0.8132286		0.4840107		0.69919205		0.8301511		0.90713215		0.5803852		-0.02522707		2.00E-21		CHR1V7|COORD:3768724..3769706| SYP125 (syntaxin 125); t-SNARE		AT1G11250.1		31.4		0		cell. vesicle transport				 no descriptionvery weakly similar to (97.4)AT1G11250| Symbols: ATSYP125, SYP125 | SYP125 (syntaxin 125); t-SNARE | chr1:3768724-3769706 FORWARDnot assigned 		9.00E-23		Cluster: Putative syntaxin-related protein Nt-syr1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative syntaxin-related protein Nt-syr1 - Oryza sativa		UniRef90_Q69X85		3.00E-24		CHR06V5|COORD:23184075..23185284|protein syntaxin 125, putative, expressed		LOC_Os06g39050.1		CUST_103206_PI403524517		-2.0646017		-1.0458635		2.0646017		down

		35_11645		0		-0.24555922		-0.5674243		-0.39740324		-0.49914885		-0.2705145		-0.6871853		-0.39098024		-0.5089259		-0.6074629		-0.3191204		-0.11173153		-0.6308565		0.84233		0.957222		1.0678921		1.6306286		1.4066257		1.524868		1.6086969		1.0111914		1.5561419		0.3794856		0.94104004		0.111732006		0.3096323		0.14902353		0.44159698		1.0827398		1.54986		1.1067629		-0.2029419		-0.35319042		-0.20764399		-0.21781397		-0.537797		-0.39574766		5.00E-39		CHR2V7|COORD:18449362..18450379| CYCP4;1 (cyclin p4;1); cyclin-dependent protein kinase		AT2G44740.1		31.3		0		cell.cycle				 no descriptionweakly similar to ( 127)AT2G44740| Symbols: CYCP4;1 | CYCP4;1 (cyclin p4;1); cyclin-dependent protein kinase | chr2:18449362-18450379 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Cyclin PRK12323 PRK07003 Cyclin_N DUF1509 				Cluster: PREG-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: PREG-like protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z2N6				CHR02V5|COORD:1331397..1333420|protein nuc-1 negative regulatory protein preg, putative, expressed		LOC_Os02g03294.1		CUST_40496_PI403524517		-2.2522776		-1.1713847		2.2522776		down

		35_17498		0		-0.019203663		-0.16313696		0.1830988		-0.6955185		-0.6139288		-1.0293651		-0.80273914		-1.3439875		-0.70795727		0.7409229		0.065181255		0.59255314		0.80681324		0.6354828		0.3734231		0.5987563		1.000525		0.88613033		-0.22982597		0.098248005		-0.26390934		-1.4588804		-0.42936325		-0.9336009		-0.7734871		-0.5791092		-1.1606116		-0.5761986		-0.19610023		0.019203663		0.42676878		0.54441595		1.0010171		1.2246399		0.6609793		0.7598648		4.20E-45		CHR5V7|COORD:2358419..2359254| CYCP4;3 (cyclin p4;3); cyclin-dependent protein kinase		AT5G07450.1		31.3		0		cell.cycle				 no descriptionweakly similar to ( 152)AT5G07450| Symbols: CYCP4;3 | CYCP4;3 (cyclin p4;3); cyclin-dependent protein kinase | chr5:2358419-2359254 REVERSEnot assigned Cyclin 				Cluster: OSJNBb0038F03.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0038F03.8 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XN03				CHR04V5|COORD:27035010..27032723|protein nuc-1 negative regulatory protein preg, putative, expressed		LOC_Os04g46000.1		CUST_61320_PI403524517		-2.3138266		-1.2102807		2.3138266		down

		35_10700		0		1.2988052		0.32634068		1.4512911		0.4623146		0.78335		-0.07622528		0.89736176		0.3912878		0.5583372		1.2486525		-0.32484436		-0.76882553		-0.9771228		-1.9085498		-1.7663527		-3.1816182		-3.8960996		-3.2055473		0.046483994		-0.22740841		-1.1754293		-0.37210655		-0.26467514		-0.07292366		-0.2545414		-0.687623		-1.3796682		-0.046483994		1.5597878		1.6870251		2.602786		2.675107		2.5750484		2.5998259		2.2793083		2.3403378		2.00E-35		CHR3V7|COORD:22614141..22615311| ATPP2-A13		AT3G61060.1		31.1		0		cell.organisation				 no descriptionweakly similar to ( 145)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARDnot assigned not assigned not assigned 		8.40E-45		Cluster: F-box family protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: F-box family protein, putative, expressed - Oryza sativa (j		UniRef90_Q10SN2				CHR03V5|COORD:921039..923411|protein ATPP2-A13, putative, expressed		LOC_Os03g02550.1		CUST_37132_PI403524517		-5.7272735		-2.5178485		5.7272735		down

		35_15136		0		-0.16027737		-0.2098751		-0.21342564		0.23487282		-0.09427261		-0.1852436		-0.33938694		-0.36341476		-0.19695282		0.39125538		0.19736195		0.8998003		0.7732487		1.0416412		0.6827984		1.3270321		1.3867188		1.4527521		1.4100485		-0.3396225		1.1285162		-0.10176659		0.44455433		-0.080682755		0.29237556		-0.16505909		0.253541		0.098968506		-0.044319153		0.15713787		-0.06982899		0.044319153		-0.11324692		-0.04922104		-0.11844635		-0.14542103				CHR5V7|COORD:3209739..3211397| ANN7 (ANN7, ANNEXIN ARABIDOPSIS 7); calcium ion binding / calcium-dependent phospholipid binding		AT5G10230.1		31.1		0		cell.organisation				 no descriptionmoderately similar to ( 378)AT5G10230| Symbols: ANNAT7, ANN7 | ANN7 (ANN7, ANNEXIN ARABIDOPSIS 7); calcium ion binding / calcium-dependent phospholipid binding | chr5:3209739-3211397 REVERSEmoderately similar to ( 334)ANX4_FRAANAnnexin-like protein RJ4 - Fragaria ananassa (Strawberry)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Annexin ANX PRK07003 DUF566 APC_basic 				Cluster: Putative annexin P35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative annexin P35 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z6A7				CHR02V5|COORD:31694634..31692292|protein annexin-like protein RJ4, putative, expressed		LOC_Os02g51750.1		CUST_53174_PI403524517		-2.1076283		-1.0756205		2.1076283		down

		35_20856		0		0.016252518		-0.2482233		0.18155003		-0.19749641		-0.016251564		-0.55559444		0.6195698		-0.020033836		-0.0818758		1.3901281		0.22579956		0.13373852		-0.79993534		-1.023469		-1.0820742		-1.0969844		-0.9278803		-0.99355507		-0.4527588		-0.41224384		-0.7309017		-0.04933548		0.12745857		-0.3694744		0.4066429		0.02702713		-0.15329266		0.32347965		2.2002544		1.2304249		1.3649006		2.3070335		1.3718262		1.7320423		1.6254272		1.5278196		3.00E-36		CHR1V7|COORD:19462513..19462904| dynein light chain type 1 family protein		AT1G52250.1		31.1		0		cell.organisation				 no descriptionweakly similar to ( 148)AT1G52250| Symbols:  | dynein light chain type 1 family protein | chr1:19462513-19462904 REVERSEvery weakly similar to (81.6)DYL1_CHLREDynein 8 kDa light chain, flagellar outer arm - Chlamydomonas reinhardtiinot assigned not assigned Dynein_light 		2.00E-40		Rep: Putative dynein light chain - Oryza sativa (japonica cultivar-group)		UniRef90_Q94DT1		9.00E-42		CHR01V5|COORD:32308779..32309680|protein dynein light chain LC6, flagellar outer arm, putative, expressed		LOC_Os01g55510.1		CUST_72755_PI403524517		-3.24653		-1.6988986		3.24653		down

		35_2105		0		0.21366978		0.16588688		0.34343338		0.020615578		-0.09096241		-0.21078014		0.30568027		0.14001656		-0.045150757		0.54196167		0.48528194		0.3291664		-0.045923233		-0.13571358		-0.087340355		-0.509223		-0.43120575		-0.5440254		-0.5320244		-0.020615578		-0.25660133		-0.111914635		-0.2267685		-0.3302641		-0.187253		-0.28474617		-0.38806534		0.57324505		0.7154646		0.70167446		0.70051575		1.1357594		0.8444538		1.3379297		0.96829605		0.9873905		7.00E-17		CHR2V7|COORD:7251799..7252549| ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding		AT2G16700.1		31.1		0		cell.organisation				 no descriptionvery weakly similar to (79.3)AT2G16700| Symbols: ADF5 | ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding | chr2:7251799-7252549 FORWARDvery weakly similar to (67.4)ADF_VITVIActin-depolymerizing factor - Vitis vinifera (Grape)not assigned ADF Cofilin_ADF ADF 		9.00E-17		Rep: Actin-depolymerizing factor 5 - Oryza sativa (Rice)		UniRef90_Q10P87		4.00E-18		CHR03V5|COORD:7546827..7544375|protein actin-depolymerizing factor 5, putative, expressed		LOC_Os03g13950.1		CUST_7567_PI403524517		-2.2111177		-1.1447759		2.2111177		down

		35_2711		0		0.23619556		-0.39562035		0.003364563		-0.19150877		-0.04228735		-0.39762974		-0.01108408		-0.180264		-0.14801455		0.923048		0.50667477		-0.6252208		0.14086533		0.19475842		-0.107142925		0.0716176		0.07928705		0.044033527		-0.05308819		-0.20241594		-0.69135475		-0.03942871		-0.41071892		-0.06513262		-0.003364563		-0.07868147		-0.31951857		0.46117592		1.0644207		0.49180603		1.0302362		1.5492315		1.070817		1.4410295		1.1064339		1.1926069		2.00E-17		CHR3V7|COORD:19665256..19666779| ATPP2-A15 (Phloem protein 2-A15)		AT3G53000.1		31.1		0		cell.organisation				 no descriptionvery weakly similar to (71.6)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARD		4.00E-39		Cluster: Hypothetical protein OSJNBb0028C01.26; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0028C01.26 - Oryza sativa (japonica		UniRef90_Q8LNJ4		2.00E-40		CHR10V5|COORD:19922485..19924923|protein ATPP2-A13, putative, expressed		LOC_Os10g37830.2		CUST_9619_PI403524517		-2.3823488		-1.2523847		2.3823488		down

		35_2712		0		0.082206726		-0.34118748		0.0064201355		-0.1156168		-0.092238426		-0.1367979		-0.05053711		-0.19626617		-0.13054562		0.5900326		0.13595581		-0.40121937		0.07701206		0.06270313		-0.006421089		0.048002243		0.06980801		0.01017952		-0.32190895		-0.25893974		-0.7056217		-0.108613014		-0.16151619		-0.25060463		-0.06320667		-0.25308704		-0.4452238		0.2479477		0.93293285		0.36078072		0.96707153		1.3110971		1.1239624		1.2033043		0.9007168		0.95054245				CHR3V7|COORD:22614141..22615311| ATPP2-A13		AT3G61060.1		31.1		0		cell.organisation				 no descriptionmoderately similar to ( 336)AT3G61060| Symbols: ATPP2-A13 | ATPP2-A13 | chr3:22614141-22615311 FORWARDTymo_45kd_70kd 				Cluster: Hypothetical protein OSJNBb0028C01.26; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0028C01.26 - Oryza sativa (japonica		UniRef90_Q8LNJ4				CHR10V5|COORD:19922485..19924923|protein ATPP2-A13, putative, expressed		LOC_Os10g37830.1		CUST_9622_PI403524517		-2.2565515		-1.1741197		2.2565515		down

		35_31778		0		0.20884609		0.11182594		0.23197937		-0.03663063		-0.16329098		-0.3330269		0.25506783		0.16975689		-0.0057907104		0.5110674		0.42589378		0.16626167		-0.076128006		0.005789757		-0.10181522		-0.5720787		-0.53797245		-0.5382309		-0.4834757		-0.28050327		-0.32123947		-0.19760323		-0.22643661		-0.41402817		-0.21573544		-0.35138226		-0.39948082		0.47383404		0.5699587		0.57583714		0.40371323		0.78975964		0.6718836		1.0576239		0.90433216		1.0480852		5.00E-39		CHR2V7|COORD:7251799..7252549| ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding		AT2G16700.1		31.1		0		cell.organisation				 no descriptionweakly similar to ( 157)AT2G16700| Symbols: ADF5 | ADF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin binding | chr2:7251799-7252549 FORWARDweakly similar to ( 144)ADF_VITVIActin-depolymerizing factor - Vitis vinifera (Grape)not assigned ADF ADF Cofilin_ADF 				Rep: Actin-depolymerizing factor 5 - Oryza sativa (Rice)		UniRef90_Q10P87				CHR03V5|COORD:7546827..7544375|protein actin-depolymerizing factor 5, putative, expressed		LOC_Os03g13950.1		CUST_111935_PI403524517		-2.0601766		-1.042768		2.0601766		down

		35_16525		0		-0.43105888		-0.8730421		0.25061083		0.059727192		-0.035645008		0.035645008		0.097037315		-0.23954248		0.52873564		-1.2853267		-1.6857018		-1.0867875		-2.6846156		-2.1034112		-1.4567013		-1.1335955		-0.7967825		-0.89304256		-0.6716924		-1.0406222		-0.3407569		0.09592056		-0.58261776		-0.18911839		0.53404236		0.0497427		0.16504097		0.8491254		1.4301138		0.49827814		1.5268345		1.8526459		1.5009785		1.8485389		1.7684464		1.3924174				CHR2|COORD:12674111..12677016| thiamine biosynthesis family protein / thiC family protein, contains Pfam profile: PF01964 ThiC family		AT2G29630.1		18.2		0		Co-factor and vitamine metabolism.thiamine				 no descriptionnearly identical (1055)AT2G29630| Symbols:  | Encodes ThiC involved in thiamine biosynthesis.    Translation of ThiC is regulated by a riboswitch in the 3' of untranslated region of the messenger RNA. | chr2:12674472-12676646 FORWARDPRK09284 ThiC ThiC 				Cluster: Putative thiamine biosythesis protein ThiC; n=3; BEP clade|Rep: Putative thiamine biosythesis protein ThiC - Poa secunda (Sandberg bluegrass)		UniRef90_Q9AXS1				CHR03V5|COORD:26901221..26908373|protein thiamine biosynthesis protein thiC, putative, expressed		LOC_Os03g47610.8		CUST_57967_PI403524517		-3.089757		-1.6274934		3.089757		down

		35_19449		0		0.30206966		-0.06418896		0.59722424		-0.06395292		-0.34819317		-0.5642166		0.47810745		0.024698734		-0.024698734		0.6108985		0.2638588		-0.2178173		-0.27733994		-0.42852783		-0.9375124		-0.43406868		-0.488595		-0.25696993		-0.46612835		-0.043473244		-0.47666168		0.10040569		0.061944008		-0.17049837		-0.038056374		0.19530058		-0.17525625		0.6346936		0.97785234		0.3403411		1.2909465		1.4293003		1.2801852		1.3612957		0.9349508		0.90834045				CHR4V7|COORD:10606549..10609229| nodulin-related		AT4G19450.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 197)AT5G45275| Symbols:  | similar to nodulin-related [Arabidopsis thaliana] (TAIR:AT4G19450.1); similar to NFD4 (NUCLEAR FUSION DEFECTIVE 4) [Arabidopsis thaliana] (TAIR:AT1G31470.1); similar to Nodulin-like; Major facilitator superfamily MFS_1 [Medicago truncatula] (GB:ABE77921.1); similar to Os11g0107400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065544.1); similar to Os12g0106500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001065940.1); contains InterPro domain Nodulin-like; (InterPro:IPR010658) | chr5:18351703-18354467 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nodulin-like Atrophin-1 PRK07003 PRK12323 HPC2 GRASP55_65 Herpes_BLLF1 PRK05648 				Cluster: Nodulin-like family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like family protein, expressed - Oryza sativa (japonic		UniRef90_Q2QYU1				CHR11V5|COORD:340402..344822|protein major Facilitator Superfamily protein, expressed		LOC_Os11g01590.1		CUST_68060_PI403524517		-2.188643		-1.1300367		2.188643		down

		35_20701		0		0.5581999		-0.055905342		0.26040173		-0.014221191		0.014222145		-0.13191605		0.18456554		-0.15157986		0.026079178		0.23098183		0.055010796		-0.28403282		-0.34092712		-0.4493904		-0.70772934		-0.20217037		-0.39758158		-0.48011208		-0.37202406		0.04349327		-0.46809816		-0.02568531		0.018502235		-0.2490139		-0.31229973		-0.38660574		-0.34971905		0.5461664		0.8377123		0.29312706		0.97873974		1.0737476		1.1414328		1.2952499		1.0271931		1.1285658				CHR4V7|COORD:10606549..10609229| nodulin-related		AT4G19450.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 185)AT4G19450| Symbols:  | nodulin-related | chr4:10606549-10609229 FORWARD				Cluster: Nodulin-like family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Nodulin-like family protein, expressed - Oryza sativa (japonic		UniRef90_Q2QYU1				CHR12V5|COORD:344084..348145|protein nodulin-like family protein, expressed		LOC_Os12g01570.1		CUST_72222_PI403524517		-2.2317166		-1.1581539		2.2317166		down

		35_20834		0		-0.18922186		-2.0743623		0.18922186		1.0479574		1.2644253		1.2568398		2.753252		2.0782175		1.7325354		-4.647914		-4.1442046		-3.7155993		-2.1503963		-2.2174764		-2.4049335		-1.8707876		-1.7581663		-1.8280692		-0.7373662		-0.7402835		-4.5519037		-0.55901146		-0.5273814		-0.51915836		0.93902206		0.86856365		0.629354		-0.2398777		3.7718935		2.7220354		3.6918802		4.418256		3.779045		4.4787073		4.1904163		4.1901608		2.00E-37		CHR4V7|COORD:16945078..16945988| SEN1 (DARK INDUCIBLE 1)		AT4G35770.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 135)AT4G35770| Symbols: SEN1, ATSEN1, DIN1 | SEN1 (DARK INDUCIBLE 1) | chr4:16945078-16945969 FORWARDweakly similar to ( 135)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD PRK08762 RHOD_1 PspE Rhodanese RHOD_Pyr_redox GlpE_ST PRK11784 RHOD_HSP67B2 PRK05597 				Rep: Senescence-associated protein - Triticum aestivum (Wheat)		UniRef90_Q2TN72				CHR06V5|COORD:30825116..30822444|protein senescence-associated protein DIN1, putative, expressed		LOC_Os06g50930.1		CUST_72687_PI403524517		-16.249212		-4.022298		16.249212		down

		35_4736		0		1.4371619		-0.055128098		2.0215688		1.1135893		1.4582443		0.8189235		2.7660418		1.731905		1.5390263		1.6278801		0.055128574		-1.1414251		-0.7972121		-2.2281153		-3.3071942		-2.5045779		-3.1757262		-3.7134452		-1.6838748		-1.6715655		-3.7212415		-1.2973638		-0.9934437		-0.75420856		-0.39511395		-0.99731374		-0.64196825		-0.18938398		5.7494392		4.246956		4.2067347		5.186619		4.1258593		4.9041147		4.5524893		4.501417		4.00E-19		CHR5V7|COORD:26465054..26465808| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17850.1); similar to Rhodanese-like domain [Medicago truncatula]		AT5G66170.1		33.99		0		development.unspecified				 no descriptionvery weakly similar to (86.7)AT5G66170| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G17850.1); similar to Rhodanese-like domain [Medicago truncatula] (GB:ABE88183.1); contains InterPro domain Rhodanese-like; (InterPro:IPR001763) | chr5:26465054-26465812 FORWARDvery weakly similar to (75.5)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD Rhodanese RHOD_1 PspE 		5.00E-39		Cluster: Os12g0428000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0428000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0INM9		2.00E-40		CHR12V5|COORD:13654437..13656115|protein senescence-associated protein DIN1, putative, expressed		LOC_Os12g24020.2		CUST_16403_PI403524517		-45.04737		-5.493371		45.04737		down

		35_4737		0		1.3949189		-0.10517073		2.1049585		1.1596212		1.293611		0.9281225		2.5854616		1.7252479		1.4402962		1.3251867		0.10517073		-2.0385587		-1.5036082		-2.234537		-3.4529645		-4.598884		-3.2819932		-3.5484164		-1.8126659		-1.6065712		-4.297204		-2.3570678		-2.2790678		-1.6632085		-0.77931166		-1.5986328		-2.711582		-1.053482		5.268981		4.254525		4.171623		5.1830053		4.176387		5.0651817		4.4637938		4.5640717		9.00E-21		CHR3V7|COORD:3381853..3384232| zinc finger (C3HC4-type RING finger) family protein		AT3G10810.1		33.99		0		development.unspecified				 no descriptionvery weakly similar to (87.0)AT5G66040| Symbols: STR16 | senescence-associated family protein | chr5:26427783-26428365 FORWARDvery weakly similar to (77.0)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD Rhodanese RHOD_1 PspE 		2.00E-38		Cluster: Os12g0428000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0428000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0INM9		9.00E-40		CHR12V5|COORD:13654437..13656115|protein senescence-associated protein DIN1, putative, expressed		LOC_Os12g24020.2		CUST_16407_PI403524517		-70.19354		-6.1332664		70.19354		down

		35_14205		0		0.41531897		0.49517632		0.29398918		0.1747055		-0.15229225		0.103857994		-1.2168927		0.08162832		-0.1484828		0.38211203		0.60731936		0.46904707		1.4873428		1.4580164		1.717865		1.8870382		1.9045506		1.858017		-1.0208282		-0.5992856		-0.36922026		0.43581104		-0.16907263		-0.2363329		-0.32457924		-0.3542838		-0.41443777		-0.0816288		0.41481447		0.852221		-0.5377798		-0.83917856		-1.0157189		-1.0706434		-1.221273		-0.7435813				CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase		AT1G77120.1		5.3		0		fermentation.ADH				 no descriptionhighly similar to ( 597)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDhighly similar to ( 707)ADH1_HORVUAlcohol dehydrogenase 1 - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned AdhC Tdh AdhP tdh ADH_zinc_N PRK09422 Qor ADH_N PRK10083 PRK10309 PRK09880 				Cluster: Alcohol dehydrogenase 1; n=139; Poaceae|Rep: Alcohol dehydrogenase 1 - Hordeum vulgare (Barley)		UniRef90_P05336				CHR11V5|COORD:5711756..5708111|protein alcohol dehydrogenase 1, putative, expressed		LOC_Os11g10480.1		CUST_49742_PI403524517		-2.4669013		-1.3027		2.4669013		down

		35_25295		0		0.3724556		-0.91828465		-1.0125916		-0.6706891		-0.8465321		-0.30085325		-1.1275446		-0.6861477		-0.035562992		0.64156055		0.5707021		0.82954454		1.3268113		1.6402006		1.3547411		1.8529058		1.8856673		1.9315476		-1.5724924		-1.2270648		-1.5143628		-0.6450372		-0.7793968		-0.5160775		0.45166254		0.18412781		0.9783306		-0.38257742		-0.054172516		0.5834279		0.20925379		0.2562027		0.29371214		-0.5378065		0.035562515		-0.3627863				CHR1V7|COORD:28980403..28982110| ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase		AT1G77120.1		5.3		0		fermentation.ADH				 no descriptionmoderately similar to ( 245)AT1G77120| Symbols: ADH, ATADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1); alcohol dehydrogenase | chr1:28980403-28982110 FORWARDmoderately similar to ( 279)ADH3_HORVUAlcohol dehydrogenase 3 - Hordeum vulgare (Barley)not assigned not assigned not assigned AdhC AdhP ADH_N Tdh PRK09422 				Cluster: Truncated alcohol dehydrogenase; n=1; Hordeum vulgare subsp. spontaneum|Rep: Truncated alcohol dehydrogenase - Hordeum spontaneum (Barley)		UniRef90_Q84XR3				CHR11V5|COORD:5743620..5740430|protein alcohol dehydrogenase 2, putative, expressed		LOC_Os11g10510.1		CUST_88361_PI403524517		-3.7782407		-1.9177146		3.7782407		down

		Contig25612_at		0		-0.66561747		-0.6796627		-0.5624976		-0.26857233		-0.25749922		-0.28276014		-0.9440849		-0.44792318		0.016726017		0.84033537		1.0015211		0.7475538		1.6029139		1.8310347		1.8822565		2.3339906		2.0485377		2.232522		-1.1966777		-1.0547135		-0.8714428		-0.016726017		-0.6115842		-0.30208445		0.9060168		0.7570982		1.2207518		-0.25972795		-0.26505327		0.66486216		0.5244241		0.3648324		0.4927578		-0.04866028		0.048387527		-0.11155558				alcohol dehydrogenase (ADH)		At1g77120.1     		5.03		0		fermentation.ADH				alcohol dehydrogenase				truncated alcohol dehydrogenase [Hordeum vulgare subsp. spontaneum]		AAO24249.1      				protein alcohol dehydrogenase 2		Os11g10510		CUST_8644_PI404877155		-4.19323		-2.068062		4.19323		down

		35_16305		0		-1.1979108		-1.1613512		-1.1754317		-0.68247986		-0.7811799		-0.8505745		-1.1451354		-0.7627554		-0.14166212		1.0905981		0.1226511		0.29141283		0.41998863		0.6343765		0.030605316		0.104752064		0.4149537		0.5055251		-1.1191759		-1.627815		-1.6298366		-0.55684423		-0.5809126		-1.1527243		-0.08488178		-0.12813759		-0.030605316		1.3219762		1.2215691		0.9298916		1.66113		1.5553689		1.8668671		0.8546696		0.6857095		0.52257776				CHR2V7|COORD:11609030..11614092| AAO3 (ABSCISIC ALDEHYDE OXIDASE 3)		AT2G27150.1		17		0		hormone metabolism.abscisic acid.synthesis-degradation				 no descriptionmoderately similar to ( 464)AT1G04580| Symbols: ATAO-4, ATAO2, AAO4 | AAO4 (ALDEHYDE OXIDASE 4); aldehyde oxidase | chr1:1252211-1257509 REVERSEhighly similar to ( 638)ALDO2_ORYSAnot assigned not assigned Ald_Xan_dh_C2 XdhB CoxL PRK09970 PRK09800 PRK12323 				Rep: Aldehyde oxidase-2 - Zea mays (Maize)		UniRef90_O23888				CHR03V5|COORD:32825391..32818299|protein aldehyde oxidase 1, putative, expressed		LOC_Os03g57690.1		CUST_6933_PI399408534		-2.4271455		-1.2792605		2.4271455		down

		35_20182		0		-0.3315916		0.052947283		-1.2860234		-1.0593209		-0.7425401		-2.3514667		-0.9016001		-1.4646282		0.013616562		0.833004		0.7248502		1.1853814		0.922956		1.323482		1.3688154		1.3144302		1.786984		1.4382358		-2.4981093		-0.66416526		-0.8649659		-1.345995		-2.7012994		-1.5712252		0.5040941		0.24067688		0.97066975		0.8394842		0.6539235		0.46939468		-0.31467104		0.4152918		-0.013616562		-0.8056977		-0.7571416		-0.033486366		2.00E-08		CHR5V7|COORD:17032801..17034197| abscisic acid-responsive HVA22 family protein		AT5G42560.1		17		0		hormone metabolism.abscisic acid.synthesis-degradation				 no descriptionvery weakly similar to (55.5)AT5G42560| Symbols:  | abscisic acid-responsive HVA22 family protein | chr5:17032931-17034197 FORWARD		9.00E-42		Rep: H0622F05.7 protein - Oryza sativa (Rice)		UniRef90_Q01LE7		4.00E-43		CHR04V5|COORD:20338677..20340869|protein pathogenicity protein PATH531-like protein, putative, expressed		LOC_Os04g33880.1		CUST_25390_PI399408534		-4.309852		-2.1076384		4.309852		down

		Contig4917_at		0		-0.9180217		-1.2120514		-1.1017818		-0.23323822		-0.24822426		-0.3990364		-0.64215946		-0.56562614		-0.20349598		0.82038164		0.46576262		0.45283747		0.17923164		0.55281305		0.072824		0.22564936		0.33791208		0.44862366		-1.189322		-1.1033301		-1.3354263		-0.5503044		-0.32885504		-0.72724676		-0.15548658		-0.27975416		-0.072823524		1.1142993		1.243607		0.8511834		1.3515315		1.4001684		1.6666694		0.8296695		0.620975		0.61550283				aldehyde oxidase 3 (AAO3)		At2g27150.1     		17		0		hormone metabolism.abscisic acid.synthesis-degradation				aldehyde oxidase (EC 1.2.3.1) 2				aldehyde oxidase (EC 1.2.3.1) 2 - maize dbj|BAA23227.1| aldehyde oxidase-2 [Zea mays]		T01699          				protein putative aldehyde oxidase		Os03g57690		CUST_11250_PI404877155		-3.2832587		-1.7151284		3.2832587		down

		35_19100		0		-0.3069048		-0.49265957		-0.4511881		-0.5567026		-0.6283121		-0.64281654		-0.47921276		-0.43556595		-0.46962738		-0.09001064		0.03505993		-0.4858036		0.26063251		0.30324078		0.20133209		-0.0534153		-0.037775993		-0.036146164		-0.44081497		-0.03505993		-0.57572174		0.22001839		0.09780884		0.30014992		-0.08114433		0.13253403		0.13836193		0.31814194		0.66820717		0.7435875		1.4165077		1.4483395		1.4132996		1.5077085		1.3183403		1.2772398		1.00E-40		CHR1V7|COORD:1136381..1138339| AXR3 (AUXIN RESISTANT 3); transcription factor		AT1G04250.1		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				 no descriptionweakly similar to ( 137)AT1G04250| Symbols: IAA17, AXR3 | AXR3 (AUXIN RESISTANT 3); transcription factor | chr1:1136381-1138339 FORWARDmoderately similar to ( 228)IAA1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AUX_IAA PRK07764 PRK12323 PRK07003 DUF1509 Gag_spuma PRK05648 				Rep: Auxin-responsive protein IAA1 - Oryza sativa (Rice)		UniRef90_Q5VRD1				CHR01V5|COORD:4073240..4070478|protein OsIAA1 - Auxin-responsive Aux/IAA gene family member, expressed		LOC_Os01g08320.1		CUST_2657_PI399408534		-2.2200346		-1.1505822		2.2200346		down

		HA15K23r_at		0		-0.13527107		-0.25754547		-0.33594036		-0.616066		-0.6805506		-0.738904		-0.81889534		-0.5925827		-0.5907917		-0.030013084		-0.02869606		-0.52905655		0.31724358		0.38909435		0.422925		0.036053658		0.12855816		0.04586029		-0.45827675		-0.042678833		-0.5135555		0.20257282		-0.11439419		-0.21570301		3.49E-04		0.030179024		-3.49E-04		0.27703762		0.58306694		0.5724869		1.00665		1.0022278		1.1697063		1.1495552		1.1030407		1.1581564		1.00E-40		auxin-responsive protein / indoleacetic acid-induced protein 17 (IAA17)		At1g04250.1     		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				NONE				P0509B06.6 [Oryza sativa (japonica cultivar-group)]		NP_914416.1     				protein AUX/IAA family		Os01g08320		CUST_16463_PI404877155		-2.0207136		-1.0148649		2.0207136		down

		HA15K23r_s_at		0		-0.39134502		-0.6040306		-0.58684254		-0.5392084		-0.5721874		-0.6489496		-0.4200859		-0.3188343		-0.4655218		-0.04309368		0.021090508		-0.61720467		0.3247261		0.3754387		0.2640381		0.10287094		-0.07443428		0.037908554		-0.5889158		-0.14035416		-0.66537666		0.0958519		-0.021090508		-0.041498184		-0.03104496		0.13250637		0.041243553		0.27840137		0.6518526		0.595211		1.500452		1.4981556		1.3660517		1.3923464		1.2936249		1.3269053		1.00E-40		auxin-responsive protein / indoleacetic acid-induced protein 17 (IAA17)		At1g04250.1     		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				NONE				P0509B06.6 [Oryza sativa (japonica cultivar-group)]		NP_914416.1     				protein AUX/IAA family		Os01g08320		CUST_16466_PI404877155		-2.3550248		-1.2357422		2.3550248		down

		35_21817		0		-1.8763657		-0.8949332		-1.8896046		-1.7720923		-1.6221766		-1.8064895		-1.4043717		-1.8104746		-0.82570887		-0.6804347		-0.3373847		-0.2840104		-0.6864114		-0.60639477		0.102488995		1.9254355		1.7198324		1.9336853		0.03107357		0.3948326		0.34481668		1.1478405		0.3119769		0.89480543		1.8274951		1.6976829		1.5940609		-2.0729048		-0.98498106		-1.3743014		0.90517426		0.37043047		0.80996037		0.38524818		-0.03107357		0.38430882		2.00E-41		CHR3V7|COORD:8918762..8919208| ATMBF1C/MBF1C (MULTIPROTEIN BRIDGING FACTOR 1C); DNA binding / transcription coactivator/ transcription factor		AT3G24500.1		17		0		hormone metabolism.ethylene.induced-regulated-responsive-activated				 no descriptionweakly similar to ( 141)AT3G24500| Symbols: MBF1C, ATMBF1C | ATMBF1C/MBF1C (MULTIPROTEIN BRIDGING FACTOR 1C); DNA binding / transcription coactivator/ transcription factor | chr3:8918762-8919208 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned MBF1 COG1813 PRK12323 PRK12678 PRK07764 PRK07003 HTH_XRE Atrophin-1 Tymo_45kd_70kd HTH_3 HTH_XRE Extensin_2 				Cluster: Putative ethylene-responsive transcriptional coactivator; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ethylene-responsive transcriptional		UniRef90_Q69XD8				CHR06V5|COORD:23293081..23292237|protein endothelial differentiation-related factor 1, putative, expressed		LOC_Os06g39240.1		CUST_26848_PI399408534		-3.700369		-1.8876691		3.700369		down

		Contig18796_at		0		-1.7857094		-1.0952306		-2.1867595		-2.4161134		-1.8183904		-1.8722839		-1.8377204		-1.7515769		-0.7663889		-0.6536956		-0.58532715		-0.32846403		-0.73569965		-0.5622492		0.62011385		1.8795505		1.8656878		2.1738372		0.260386		0.7381053		0.38397264		1.1275792		0.50916004		1.0215354		1.9110646		1.8160062		1.5583377		-1.8756452		-1.3561058		-1.764946		0.66159964		0.27539682		0.9450884		0.39692736		-0.04454279		0.04454279		2.00E-41		ethylene-responsive transcriptional coactivator, putative		At3g24500.1     		17		0		hormone metabolism.ethylene.induced-regulated-responsive-activated				ethylene-responsive transciptional coactivator-like protein		9.00E-43		ethylene-responsive transciptional coactivator-like protein [Retama raetam]		AAL32037.2      				protein ethylene-responsive transciptional coactivator-like protein		Os06g39240		CUST_6259_PI404877155		-4.388627		-2.1337698		4.388627		down

		35_19948		0		-0.59273887		2.9480371		0.14613008		-0.8084049		-1.3070927		-2.8977995		-2.814724		-2.823783		-1.9213016		0.8713918		2.9463992		2.1037164		0.8512788		0.83245945		1.5262022		2.1034074		2.0422988		2.3107		3.9953136		1.6329994		4.3307133		-1.1941931		1.8636279		-2.801231		-1.0055869		-2.8489308		1.4713364		2.7121797		5.033787		-0.14612985		-0.69555926		-0.78613925		-1.3051479		-2.7630553		-1.7250037		-1.9165728				CHR1|COORD:176141..178400| 1-aminocyclopropane-1-carboxylate synthase 2 /  ACC synthase 2  (ACS2) (ACC1), identical to		AT1G01480.2		17		0		hormone metabolism.ethylene.synthesis-degradation				 no descriptionweakly similar to ( 175)AT1G01480| Symbols: AT-ACC2, ACS2 | ACS2 (1-Amino-cyclopropane-1-carboxylate synthase 2) | chr1:176607-178051 FORWARDweakly similar to ( 181)1A1C_SOYBN1-aminocyclopropane-1-carboxylate synthase - Glycine max (Soybean)not assigned not assigned not assigned Aminotran_1_2 PRK07003 PRK07764 				Rep: ACC synthase - Triticum aestivum (Wheat)		UniRef90_Q43204				CHR04V5|COORD:28915586..28912714|protein 1-aminocyclopropane-1-carboxylate synthase, putative, expressed		LOC_Os04g48850.1		CUST_15667_PI399408534		-7.2152977		-2.851059		7.2152977		down

		35_23690		0		-1.0480862		-1.9723616		-1.163794		-2.0986652		-2.3704314		-2.3144765		-2.0562015		-2.0389447		-2.084447		0.90557194		0.8178787		0.63206005		0.40547466		0.22090149		0.48454523		0.73577356		0.65792465		0.9024868		-0.9835582		-0.27076244		-0.91139317		-0.35383415		-0.83457994		-0.88543177		-0.22090197		-0.41205502		-0.46701765		0.71164036		1.2867298		0.86947346		1.2765789		1.1612682		1.3163071		1.1332779		0.950511		0.9994278		2.00E-25		CHR1V7|COORD:19672884..19673989| 2-oxoglutarate-dependent dioxygenase, putative		AT1G52820.1		17		0		hormone metabolism.gibberelin.synthesis-degradation.GA20 oxidase				 no descriptionweakly similar to ( 112)AT1G52820| Symbols:  | 2-oxoglutarate-dependent dioxygenase, putative | chr1:19672884-19673989 FORWARDvery weakly similar to (66.6)GAOX1_ORYSAnot assigned PcbC 2OG-FeII_Oxy 		9.00E-24		Cluster: Putative oxidoreductase; 38288-39393; n=1; Arabidopsis thaliana|Rep: Putative oxidoreductase; 38288-39393 - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_Q9C936		1.40E-45		CHR05V5|COORD:28625318..28622112|protein oxidoreductase, putative, expressed		LOC_Os05g50090.1		CUST_1964_PI399408534		-5.83834		-2.5455582		5.83834		down

		Contig9337_at		0		-0.4458604		-0.64983225		-0.34840488		-0.114626884		-0.21086407		-0.12873745		-0.022220612		-0.1879549		-0.015680313		-0.37131262		-0.3935976		-0.4491353		0.118634224		0.16763687		0.23628712		0.24403858		0.43275547		0.19794655		-0.4382944		-0.19548512		-0.6609616		-0.1493206		0.033439636		0.030703545		0.01567936		0.0767231		-0.055401802		-0.20357418		2.1739893		0.9300442		2.0170517		2.447713		1.9477844		2.2862253		2.1478386		2.1898413				acyl-CoA oxidase (ACX2)		At5g65110.1     		11		0		lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH				acyl-CoA oxidase (gb|AAC13497.1)				acyl-CoA oxidase (ACX2) [Arabidopsis thaliana] dbj|BAB11647.1| acyl-CoA oxidase [Arabidopsis thaliana]		NP_201316.1     				protein acyl-CoA oxidase homolog		Os11g39220		CUST_15464_PI404877155		-3.7841814		-1.9199812		3.7841814		down

		Contig9338_at		0		-0.17461681		-0.21492338		-0.14894533		-0.40640926		-0.32286787		-0.35237455		-0.12581253		-0.29708385		-0.16483688		0.13153362		0.065065384		0.19647598		0.06237316		0.09460163		0.095975876		0.027531624		-0.0136938095		0.013692856		0.24046612		-0.2040863		0.052526474		-0.38151407		-0.26902342		-0.27075243		-0.08194351		-0.16086006		-0.1606226		-0.060943604		1.426651		0.54921913		1.4292898		1.7678251		1.3024473		1.5323334		1.3910542		1.4830847				acyl-CoA oxidase (ACX2)		At5g65110.1     		11		0		lipid metabolism.lipid degradation.beta-oxidation.acyl CoA DH				acyl-CoA oxidase (gb|AAC13497.1)				acyl-CoA oxidase (ACX2) [Arabidopsis thaliana] dbj|BAB11647.1| acyl-CoA oxidase [Arabidopsis thaliana]		NP_201316.1     				protein acyl-CoA oxidase homolog		Os11g39220		CUST_15466_PI404877155		-2.5308838		-1.3396412		2.5308838		down

		35_3652		0		0.18704748		-1.7612484		-0.02170372		0.27655506		0.021704197		-0.057188988		1.3941817		1.2517772		0.9050994		0.47081804		-0.75180054		-2.3461504		-0.64566755		-1.1433587		-0.79945993		-1.2316937		-1.4503777		-1.3816867		-0.6663666		-1.1794801		-2.0885832		-0.50174284		-0.7616801		-0.86129		0.10642576		0.68459415		0.10620737		-0.30908012		2.7598343		1.6539516		2.5228643		3.2314453		2.7160406		3.3167572		2.9767714		3.0830145				CHR5V7|COORD:16459086..16461063| glycerophosphoryl diester phosphodiesterase family protein		AT5G41080.1		11		0		lipid metabolism.lipid degradation.lysophospholipases.glycerophosphodiester phosphodiesterase				 no descriptionmoderately similar to ( 407)AT5G41080| Symbols:  | glycerophosphoryl diester phosphodiesterase family protein | chr5:16459217-16461063 FORWARDnot assigned not assigned not assigned GDPD UgpQ 				Cluster: Glycerophosphoryl diester phosphodisterase; n=3; Oryza sativa (japonica cultivar-group)|Rep: Glycerophosphoryl diester phosphodisterase - Oryza sativa		UniRef90_Q2V8D7				CHR02V5|COORD:18531172..18535043|protein glycerophosphodiester phosphodiesterase, putative, expressed		LOC_Os02g31030.1		CUST_12768_PI403524517		-8.070247		-3.0126128		8.070247		down

		35_494		0		0.03331566		-0.5170455		-0.5340433		-0.7573552		-0.90253115		-0.759501		-0.9297137		-0.82167864		-0.8629308		0.2732396		0.14206028		1.2056589		0.79288197		1.0327024		0.96669674		0.8346882		0.7941017		0.84967804		3.41955		-0.75538826		3.405652		-0.6686797		-0.52344084		-0.9225364		-0.5348487		-0.8530569		-0.64848614		-0.4348297		-0.26802015		-0.033316135		0.49799109		0.51390076		0.45851326		0.8072653		0.49972868		0.3959961		7.00E-26		CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding		AT5G59310.1		11.6		0		lipid metabolism.lipid transfer proteins etc				 no descriptionvery weakly similar to (97.1)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEweakly similar to ( 159)NLT43_HORVUNon-specific lipid-transfer protein 4.3 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl AAI_LTSS AAI 				Cluster: Nonspecific lipid-transfer protein 4.1 precursor; n=4; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)		UniRef90_Q43767		1.00E-34		CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed		LOC_Os11g24070.1		CUST_1866_PI403524517		-2.7096987		-1.4381324		2.7096987		down

		35_91		0		-0.042632103		-0.46776962		-0.4172306		-0.5112848		-0.6219673		-0.52676964		-0.69563866		-0.6425657		-0.7000809		0.1539669		0.05983925		1.1414108		0.86724377		1.0499039		1.0916691		0.788888		0.73267937		0.8088932		2.0495863		-0.73990345		1.9061728		-0.38382435		-0.2834301		-0.5995312		-0.6178837		-0.7770729		-0.6864519		-0.41435432		-0.18471718		0.04263115		0.48773384		0.49628353		0.6173248		0.83597565		0.46536255		0.4557972		6.00E-26		CHR5V7|COORD:23942522..23942998| LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding		AT5G59310.1		11.6		0		lipid metabolism.lipid transfer proteins etc				 no descriptionvery weakly similar to (91.7)AT5G59310| Symbols: LTP4 | LTP4 (LIPID TRANSFER PROTEIN 4); lipid binding | chr5:23942522-23942998 REVERSEweakly similar to ( 154)NLT41_HORVUNon-specific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)nsLTP1 Tryp_alpha_amyl AAI_LTSS AAI 				Cluster: Nonspecific lipid-transfer protein 4.1 precursor; n=4; Hordeum vulgare|Rep: Nonspecific lipid-transfer protein 4.1 precursor - Hordeum vulgare (Barley)		UniRef90_Q43767		1.00E-35		CHR11V5|COORD:13168259..13169383|protein nonspecific lipid-transfer protein 1 precursor, putative, expressed		LOC_Os11g24070.1		CUST_347_PI403524517		-2.3913512		-1.257826		2.3913512		down

		Contig959_x_at		0		0.034421444		-0.52016735		-0.71003103		-0.5360522		-1.0643172		-0.8570075		-0.9002161		-0.7409463		-1.0654802		0.07018757		-0.0032935143		1.1974287		0.6376333		0.9251213		1.0139236		0.8331642		0.7942877		0.7969971		3.3523502		-0.97465277		3.3344135		-0.68764925		-0.48046017		-1.1252441		-0.64541626		-0.8204274		-0.64487123		-0.48485374		-0.2817154		0.0032935143		0.49476242		0.47621727		0.365448		0.78704643		0.513772		0.40495825		7.00E-26		lipid transfer protein 4 (LTP4)		At5g59310.1     		11.6		0		lipid metabolism.lipid transfer proteins etc				ADP-glucose pyrophosphorylase; glucose-1-phosphate adenylyltransferase				NONSPECIFIC LIPID-TRANSFER PROTEIN 4.3 PRECURSOR (LTP 4.3) emb|CAA91435.1| lipid transfer protein [Hordeum vulgare subsp. vulgare]		Q42842          		1.00E-34		protein Protease inhibitor/seed storage/LTP family, putative		Os11g24070		CUST_15755_PI404877155		-2.644152		-1.4028051		2.644152		down

		Contig972_x_at		0		-0.06281662		-0.5100403		-0.41701412		-0.45373344		-0.65279865		-0.6317425		-0.5729675		-0.7024975		-0.7238827		0.2297163		0.06281662		1.204155		0.95545197		1.0960779		1.2177706		0.9476528		0.87435436		0.8748665		2.1984482		-0.73069763		2.059061		-0.32756233		-0.15322208		-0.5729675		-0.6197033		-0.67623997		-0.6294651		-0.34095192		-0.16636658		0.07916927		0.60472393		0.58780193		0.6529913		0.90958595		0.5772505		0.5437527		6.00E-26		lipid transfer protein 4 (LTP4)		At5g59310.1     		11.6		0		lipid metabolism.lipid transfer proteins etc				NONE				Nonspecific lipid-transfer protein 4.1 precursor (LTP 4.1) (CW21) (CW-21) pir||S45371 nonspecific lipid transfer protein Cw-21 precursor - b		Q43767          		1.00E-35		protein Protease inhibitor/seed storage/LTP family, putative		Os11g24070		CUST_15867_PI404877155		-2.5570562		-1.3544838		2.5570562		down

		35_24830		0		0.087882996		1.0334396		0.41970634		-0.6755924		-0.19490147		-0.9310479		-1.5423579		-1.3479886		-1.4540052		0.94968605		1.2918386		0.91533947		0.29254055		0.7826681		0.7991209		1.8891792		1.8295345		1.9028997		1.307909		0.9767399		1.4892616		-0.31938934		-0.29562378		-0.90136003		-0.6140971		-1.0804944		-0.61694		1.4455376		1.5328789		0.6653042		-0.7137165		-0.34665012		-0.9276624		-0.087882996		-0.5874634		-0.79508114		3.00E-30		CHR3V7|COORD:3595917..3597684| ATGPAT5/GPAT5 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 5); 1-acylglycerol-3-phosphate O-acyltransferase/		AT3G11430.1		11.3		0		lipid metabolism.Phospholipid synthesis				 no descriptionweakly similar to ( 127)AT3G11430| Symbols: ATGPAT5, GPAT5 | ATGPAT5/GPAT5 (GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 5); 1-acylglycerol-3-phosphate O-acyltransferase/ acyltransferase/ organic anion transporter | chr3:3595917-3597684 FORWARD		2.00E-39		Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6TUA6		1.00E-40		CHR03V5|COORD:30104124..30102308|protein glycerol-3-phosphate acyltransferase 8, putative		LOC_Os03g52570.1		CUST_86698_PI403524517		-3.2384353		-1.6952969		3.2384353		down

		35_4840		0		0.25119877		-0.20114183		-0.02197218		-0.20193958		-0.49239874		-0.5261755		-0.13620567		-0.3417697		0.021971703		0.51745653		0.532238		-0.30115366		0.061016083		0.44134045		-0.35588884		2.2411232		2.141158		2.377602		-0.63267994		-0.684432		-0.77264714		-0.3658266		-0.81055045		-0.60217714		-0.37065983		-0.31557512		-0.32172346		0.54654074		3.0622091		0.55971384		1.6185985		2.135882		1.5798264		1.3555245		1.2061076		1.2213626				CHR1V7|COORD:27944853..27946564| choline kinase, putative		AT1G74320.1		11		0		lipid metabolism.Phospholipid synthesis.choline kinase				 no descriptionmoderately similar to ( 347)AT1G74320| Symbols:  | choline kinase, putative | chr1:27944853-27946564 FORWARDnot assigned not assigned not assigned not assigned not assigned Choline_kinase ycfN APH PRK07764 PRK12323 				Rep: Choline kinase - Oryza sativa (indica cultivar-group)		UniRef90_Q1KL28				CHR01V5|COORD:30173672..30169490|protein choline/ethanolamine kinase, putative, expressed		LOC_Os01g51920.1		CUST_16764_PI403524517		-4.0502305		-2.018004		4.0502305		down

		Contig11522_at		0		0.007736206		-0.49932766		0.081578255		-0.26912308		0.1764412		-0.30144787		0.361372		-0.13386536		-0.031416893		0.6714201		-0.0077352524		-0.79397106		-0.6132488		-0.32553482		-0.46538448		0.48570347		0.5193205		0.49992847		-0.49128628		-0.34232426		-0.77118015		-0.06873989		0.13308144		-0.2564497		-0.20406246		-0.20136452		-0.24528122		0.14836407		1.3314428		0.43637085		1.2908115		1.6578293		1.3339443		1.4224434		1.0465298		1.1488209				beta-amylase (CT-BMY) / 1,4-alpha-D-glucan maltohydrolase		At4g17090.1     		2		0		major CHO metabolism.degradation.starch.starch cleavage				beta-amylase (CT-BMY) / 1,4-alpha-D-glucan maltohydrolase, identical to beta-amylase enzyme GI:6065749 from (Arabidopsis thaliana)				putative chloroplast-targeted beta-amylase [Oryza sativa (japonica cultivar-group)] gb|AAP55052.1| putative chloroplast-targeted beta-amylas		NP_922765.1     				protein putative chloroplast-targeted beta-amylase		Os10g41550		CUST_1409_PI404877155		-2.571633		-1.3626848		2.571633		down

		Contig7937_s_at		0		-0.2261095		-0.2554493		-0.4035225		-0.8614502		-1.0135698		-0.81643105		-1.0975513		-0.98442554		-0.86198235		0.49154282		0.20855045		1.3975973		-0.017516136		-0.082118034		0.5937042		-0.006526947		0.035316467		0.0065279007		1.6854372		1.2310448		1.7762175		0.8902874		1.5876999		0.750618		0.6166134		0.6188431		1.166748		1.5495205		1.2694197		1.2754002		-0.24376202		-0.09248352		-0.07054329		-0.23388386		-0.47426796		-0.44421482				alpha-glucosidase 1 (AGLU1)		At5g11720.1     		2		0		major CHO metabolism.degradation.starch.starch cleavage				high pI alpha-glucosidase				high pI alpha-glucosidase [Hordeum vulgare]		AAF76254.1      				protein high pI alpha-glucosidase		Os06g46340		CUST_14108_PI404877155		-2.0228603		-1.0163966		2.0228603		down

		Contig7938_at		0		-0.70417595		-0.7881055		-1.4335346		-1.8309331		-1.7846527		-1.1653533		-1.8188062		-1.7827516		-1.2700305		2.1156282		0.15492964		1.5773911		-0.23700523		-0.3206687		0.5699959		-0.04375124		0.043751717		0.19168758		2.184554		1.6967773		2.3891153		1.0084362		1.8662243		0.8016262		1.0841622		1.41858		2.0458136		1.8840647		1.7731729		1.7706766		-0.32700443		-0.33399296		-0.38952446		-0.3867793		-0.6892514		-1.6397829				alpha-glucosidase 1 (AGLU1)		At5g11720.1     		2		0		major CHO metabolism.degradation.starch.starch cleavage				high pI alpha-glucosidase				ALPHA-GLUCOSIDASE PRECURSOR (MALTASE) pir||S65057 alpha-glucosidase (EC 3.2.1.20) - barley gb|AAB02985.1| alpha-glucosidase		Q43763          				protein high pI alpha-glucosidase		Os06g46280		CUST_14114_PI404877155		-3.5995374		-1.8478115		3.5995374		down

		35_16716		0		-0.51792145		-0.23287392		-0.2043333		-1.5642786		-1.0263362		-1.1754856		-1.2768693		-1.2245083		-0.8379674		1.0514655		1.2719173		1.7790775		0.76780987		0.9831357		0.7962146		1.9273863		1.9831581		1.9371738		0.8483844		0.224082		0.81657267		-0.7948623		-1.1525722		-1.5112848		-0.5221791		-0.90646505		-0.8393445		2.165516		2.4714537		1.5846643		0.33697605		0.31056643		0.098266125		-0.15621471		-0.1770997		-0.098266125				CHR3|COORD:19517630..19520368| similar to beta-fructosidase, putative / beta-fructofuranosidase, putative [Arabidopsis thaliana] (TAIR:At2g36190.1);		AT3G52600.2		2		0		major CHO metabolism.degradation.sucrose.invertases.cell wall				 no descriptionmoderately similar to ( 357)AT3G52600| Symbols: ATCWINV2 | ATCWINV2 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 2); hydrolase, hydrolyzing O-glycosyl compounds | chr3:19518058-19519811 REVERSEhighly similar to ( 513)INV1_ORYSAnot assigned not assigned not assigned Glyco_32 Glyco_hydro_32N Glyco_hydro_32C SacC 				Rep: Cell wall invertase - Lolium perenne (Perennial ryegrass)		UniRef90_Q2QI10				CHR02V5|COORD:19676675..19681382|protein beta-fructofuranosidase, insoluble isoenzyme 1 precursor, putative, expressed		LOC_Os02g33110.1		CUST_58597_PI403524517		-4.8709817		-2.2842126		4.8709817		down

		Contig6539_s_at		0		-0.7705221		-0.29779673		-0.43629742		-1.8181887		-1.0716405		-1.4325542		-1.3511424		-1.5171185		-1.0555816		0.80502224		0.97081375		1.3275547		0.55526257		0.96196747		0.6440811		1.800004		1.7305517		1.7743778		0.49751234		-0.26692057		0.3699441		-1.0466952		-1.3309236		-1.519237		-0.94973135		-1.1715984		-0.90527916		1.6587429		2.1049871		1.134922		0.083404064		0.015526772		0.096842766		0.046411037		-0.015526295		-0.3248229				beta-fructosidase, putative / beta-fructofuranosidase, putative		At3g52600.1     		2		0		major CHO metabolism.degradation.sucrose.invertases.cell wall				beta-fructosidase, putative / beta-fructofuranosidase, putative, similar to beta-fructofuranosidase (Daucus carota) GI:18324 or  similar to beta-fructosidase, putative / beta-fructofuranosidase, putative [Arabidopsis thaliana] (TAIR:At2g36190.1); similar				cell wall invertase [Saccharum hybrid cultivar]		AAP59437.1      				protein Glycosyl hydrolases family 32		Os02g33110		CUST_12792_PI404877155		-4.7827177		-2.2578306		4.7827177		down

		Contig7382_s_at		0		0.2633791		-0.7322087		0.21878767		0.26532078		0.40590096		0.28640985		0.9118066		1.0882506		0.7839956		0.46690893		-0.374187		-1.0035868		-0.66194916		-0.9186554		-1.1097527		-0.58122826		-0.70858335		-0.63382816		-0.8933768		-0.9068332		-1.8386376		-0.8704257		-0.72738075		-1.0416512		0.029433727		-0.02943325		-0.40967226		-0.6539111		4.9942827		3.430831		2.990306		4.7871046		3.0952644		4.132349		3.9700766		3.9346418				fructose-1, 6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative / FBPase, pu		At1g43670.1     		2		0		major CHO metabolism.synthesis.sucrose.FBPase				fructose-1,6-bisphosphatase				fructose-1,6-bisphosphatase [Porteresia coarctata]		AAF23509.1      				protein fructose-1,6-bisphosphatase		Os05g36270		CUST_13649_PI404877155		-17.779003		-4.1521025		17.779003		down

		HU01I17w_at		0		-0.022815228		-0.77844477		0.13467836		0.022815228		0.28911257		0.51663256		1.2095666		0.9833741		0.5412321		0.28440714		-0.30141926		-1.0492501		-0.4316697		-0.6709938		-1.3827796		-0.24918175		-0.60580397		-0.42913055		-0.71397114		-0.8121691		-1.6510334		-0.75347996		-0.6082845		-0.77768326		0.1944294		0.13155699		-0.29855394		-0.5697646		4.8522363		3.40546		2.947945		4.74315		2.9827762		4.1588607		4.1158586		4.0635476		5.00E-27		fructose-1, 6-bisphosphatase, putative / D-fructose-1,6-bisphosphate 1-phosphohydrolase, putative / FBPase, pu		At1g43670.1     		2		0		major CHO metabolism.synthesis.sucrose.FBPase				fructose-1,6-bisphosphatase		1.00E-27		cytosolic fructose-1,6-bisphosphatase [Musa acuminata]		AAD28755.1      		6.00E-28		protein fructose-1,6-bisphosphatase		Os05g36270		CUST_17306_PI404877155		-15.986769		-3.9988065		15.986769		down

		35_15437		0		0.008446693		-0.0408144		0.21805954		-0.27073383		-0.21985626		-0.40699673		-0.081790924		-0.310359		-0.008446693		0.4556141		0.49245644		-0.042164803		-0.3948908		-0.4696436		-0.04539776		1.2725897		1.3415003		1.2821369		0.3721552		-0.17328548		0.09637356		-0.36942196		-0.22596836		-0.26211166		-0.21446037		-0.37236118		-0.36990547		0.7021017		1.5583382		0.4656515		1.1050692		1.4446754		1.1641712		1.2668524		1.0474129		0.9717188				CHR3V7|COORD:20825329..20826963| ATFER3 (FERRITIN 3); ferric iron binding		AT3G56090.1		15.2		0		metal handling.binding, chelation and storage				 no descriptionmoderately similar to ( 282)AT3G56090| Symbols: ATFER3 | ATFER3 (FERRITIN 3); ferric iron binding | chr3:20825329-20826963 REVERSEmoderately similar to ( 355)FRI1_MAIZEFerritin-1, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned Euk_Ferritin Ferritin Ferritin Nonheme_Ferritin Ftn Ferritin_like PRK10304 				Rep: Ferritin - Triticum aestivum (Wheat)		UniRef90_Q5G1L6				CHR12V5|COORD:322923..319214|protein ferritin-1, chloroplast precursor, putative, expressed		LOC_Os12g01530.2		CUST_54233_PI403524517		-2.3774943		-1.2494419		2.3774943		down

		35_28021		0		-0.19379091		-0.48608017		0.19539356		-0.0018320084		0.3123374		-0.3395505		0.20503616		0.12212896		0.603662		-0.0029230118		0.34496784		-0.8526139		-1.490262		-1.3560095		-1.3695321		-1.0352201		-0.8174243		-0.79045963		-0.7098756		0.018930435		-0.9618945		-1.0014505		0.035055637		-0.693851		0.0018320084		-0.05684471		-0.17606401		0.7579961		1.6431994		0.67201567		1.9527359		2.0798864		1.9445705		2.0330448		1.8547745		1.800756		1.00E-18		CHR3V7|COORD:20825329..20826963| ATFER3 (FERRITIN 3); ferric iron binding		AT3G56090.1		15.2		0		metal handling.binding, chelation and storage				 no descriptionvery weakly similar to (88.6)AT5G01600| Symbols: ATFER1 | ATFER1 (ferretin 1); ferric iron binding | chr5:228146-229591 REVERSEvery weakly similar to (96.3)FRI2_MAIZEFerritin-2, chloroplast precursor - Zea mays (Maize)not assigned Euk_Ferritin Ferritin Ferritin 		1.00E-24		Rep: Ferritin - Triticum aestivum (Wheat)		UniRef90_Q5G1L6		4.00E-23		CHR12V5|COORD:322923..319214|protein ferritin-1, chloroplast precursor, putative, expressed		LOC_Os12g01530.2		CUST_98135_PI403524517		-4.0881844		-2.0314603		4.0881844		down

		35_24737		0		-0.9789233		-0.7209158		-0.49905682		-0.9034939		-0.75667334		-0.63019943		-0.8708329		-1.1442842		-0.7873869		0.7480459		0.8210106		0.5968275		0.6405945		0.4984026		0.5011921		0.45767212		0.5404768		0.55933285		-0.8953967		-0.26404		-0.614954		-0.4728756		-0.41085625		-0.38335133		-0.48775482		-0.55399036		-0.16358185		0.3567562		0.41227245		0.44701672		0.35405445		0.27085304		0.33924294		0.1635809		0.17562485		0.270113		1.00E-41		CHR1V7|COORD:1647879..1658676| CALS1 (CALLOSE SYNTHASE 1); transferase, transferring glycosyl groups		AT1G05570.1		3.6		0		minor CHO metabolism.callose				 no descriptionweakly similar to ( 166)AT1G05570| Symbols: GSL06, ATGSL6, ATGSL06, GSL6, CALS1 | CALS1 (CALLOSE SYNTHASE 1); transferase, transferring glycosyl groups | chr1:1647879-1658676 REVERSEnot assigned 				Cluster: Putative glucan synthase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative glucan synthase - Oryza sativa (japonica cultivar-group)		UniRef90_Q8S5U9				CHR03V5|COORD:1580404..1560519|protein CALS1, putative, expressed		LOC_Os03g03610.1		CUST_86374_PI403524517		-2.6502836		-1.4061468		2.6502836		down

		Contig19065_at		0		-0.8494625		-0.84648323		-0.5635309		-0.8277359		-0.7364063		-0.6943369		-0.7184639		-1.1772008		-0.642601		0.74458694		0.8039036		0.6015711		0.7129164		0.7049236		0.58897305		0.52783585		0.5322256		0.52885723		-0.7604952		-0.41643906		-0.5300455		-0.26224422		-0.48601055		-0.6700783		-0.4920025		-0.47852135		-0.08159351		0.3035078		0.3035078		0.43755913		0.34171104		0.23302841		0.3766756		0.25874805		0.08159447		0.30384064		1.00E-41		callose synthase 1 (CALS1) / 1,3-beta-glucan synthase 1		At1g05570.1     		3.6		0		minor CHO metabolism.callose				Putative glucan synthase				Putative glucan synthase [Oryza sativa (japonica cultivar-group)] gb|AAM19120.1| Putative glucan synthase [Oryza sativa (japonica cultivar-g		NP_912480.1     				protein 1,3-beta-glucan synthase component, putative		Os03g03610		CUST_6374_PI404877155		-2.6803958		-1.422446		2.6803958		down

		35_15534		0		0.55915403		0.040528774		0.6225138		-1.4837828		-1.1471539		-1.5212123		-0.7078271		-1.1877737		-0.81269646		2.2943912		1.3609657		0.52679825		-0.7326274		-0.5467043		-1.0495098		-0.48641205		-0.6206765		-0.5633383		0.6039686		0.10078621		0.42796993		-0.72430325		-0.85924196		-1.2127132		-0.26185417		-0.04052925		-0.072128296		1.6767483		5.4586744		3.827711		2.4367385		4.3260145		2.424807		2.9803038		3.0729055		3.197095				CHR1V7|COORD:4968371..4969949| MIOX1 (MYO-INISITOL OXYGENASE); oxidoreductase		AT1G14520.1		3		0		minor CHO metabolism.myo-inositol.myo inositol oxygenases				 no descriptionmoderately similar to ( 335)AT1G14520| Symbols: MIOX1 | MIOX1 (MYO-INISITOL OXYGENASE); oxidoreductase | chr1:4968371-4969949 REVERSEmoderately similar to ( 375)MIOX_ORYSAnot assigned not assigned not assigned DUF706 				Rep: Probable inositol oxygenase - Oryza sativa (Rice)		UniRef90_Q5Z8T3				CHR06V5|COORD:21477411..21481743|protein inositol oxygenase, putative, expressed		LOC_Os06g36560.2		CUST_54577_PI403524517		-11.260718		-3.493227		11.260718		down

		Contig4011_at		0		0.16561842		0.1462698		0.4882226		-1.1153045		-1.0599132		-1.4961395		-0.54858255		-1.3060341		-1.3345051		1.9512329		0.9856496		0.3200574		-0.63698053		-1.0416532		-1.4002371		-1.0407648		-0.14627028		-0.42256308		0.5756054		0.29945898		0.6539011		-0.6953993		-0.6887016		-0.8436713		-0.28174496		-0.3382945		-0.15377378		1.4793987		5.298319		3.4289389		2.0264902		3.7419243		1.7993307		2.5289135		2.3715553		2.2929773				4968371|oxygenase-related		At1g14520.1     		3		0		minor CHO metabolism.myo-inositol.myo inositol oxygenases				expressed protein, similar to myo-inositol oxygenase (Sus scrofa) gi:17432544:gb:AAL39076				oxygenase-related [Arabidopsis thaliana] gb|AAM97054.1| unknown protein [Arabidopsis thaliana] gb|AAN15506.1| unknown protein [Arabidopsis t		NP_172904.2     				protein expressed protein		Os06g36560		CUST_10270_PI404877155		-7.662577		-2.9378297		7.662577		down

		HVSMEl0023I10r2_at		0		-0.009356022		-0.51358175		-0.032595634		0.12924385		-0.026822567		-0.12487602		0.57088137		0.5854535		0.61915016		0.17713022		0.17948723		0.13631678		-0.21545315		-0.28362942		-0.11108017		-0.42460442		-0.55025864		-0.59165764		-0.80709696		-0.5295067		-0.56405115		-0.60572386		-0.4961872		-0.6362591		0.009355545		0.075960636		-0.63531256		0.032866		0.41397047		0.7860451		1.0761824		1.1873493		0.83298063		0.9448819		1.1219716		0.88310957		1.00E-41		haloacid dehalogenase-like hydrolase family protein		At5g53850.2     		3.5		0		minor CHO metabolism.others				haloacid dehalogenase-like hydrolase family protein, low similarity to enolase-phosphatase E-1 enzyme (Klebsiella oxytoca) GI:401712; contains InterPro accession IPR005834: Haloacid dehalogenase-like hydrolase or  haloacid dehalogenase-like hydrolase fami		3.00E-40		unnamed protein product [Arabidopsis thaliana] gb|AAT71972.1| At5g53850 [Arabidopsis thaliana] ref|NP_974931.1| haloacid dehalogenase-like h		BAB10715.1      		5.60E-45		protein 2,3-diketo-5-methylthio-1-phosphopentane phosphatase, putative		Os01g01120		CUST_18643_PI404877155		-2.4187171		-1.274242		2.4187171		down

		35_26603		0		-0.2844906		-0.5520773		-0.93610525		-0.42581892		-0.10812998		0.10235262		-0.012159824		-0.006198406		0.18487406		-1.3211632		-0.3278036		-0.64995885		-0.08584452		-0.40744734		-0.5009856		0.006198406		-0.051508904		-0.1777296		-0.21015644		-0.07761812		-0.83429885		0.86033154		1.1231389		0.4885335		1.0220585		1.610425		1.2021365		5.049821		5.3953695		5.8736057		6.3581505		6.3651953		6.3158226		6.343767		6.1779747		6.17303		1.00E-18		CHR1V7|COORD:19720070..19727384| ATPAP5/PAP5 (purple acid phosphatase 5); acid phosphatase/ protein serine/threonine phosphatase		AT1G52940.1		26.13		0		misc.acid and other phosphatases				 no descriptionvery weakly similar to (87.8)AT1G52940| Symbols: PAP5, ATPAP5 | ATPAP5/PAP5 (purple acid phosphatase 5); acid phosphatase/ protein serine/threonine phosphatase | chr1:19720070-19727384 FORWARDvery weakly similar to (88.6)PPAF_SOYBNPurple acid phosphatase precursor - Glycine max (Soybean)not assigned 		6.00E-24		Cluster: Os12g0637200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os12g0637200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0ILM6		2.00E-25		CHR12V5|COORD:27277590..27276271|protein purple acid phosphatase precursor, putative, expressed		LOC_Os12g44030.1		CUST_93042_PI403524517		-43.105457		-5.4297986		43.105457		down

		35_21667		0		-0.9687085		-0.6791415		-1.5573673		-1.2057543		-0.82965326		-0.40222073		-1.1919923		-1.1790595		-0.28339767		-0.61847115		-0.47648382		-0.7933397		-0.7943568		-0.8878937		-0.8201113		-1.0925927		-0.9111452		-1.2751117		0.65787077		1.268208		0.57672215		1.1067362		0.9641361		0.35074234		1.0391073		0.28339767		1.2753425		2.5928855		2.6707864		2.9156623		2.1476645		2.488791		2.1602035		1.99894		1.889051		1.8736596				CHR3V7|COORD:9648110..9649773| CYP71B37 (cytochrome P450, family 71, subfamily B, polypeptide 37); oxygen binding		AT3G26330.1		26.1		0		misc.cytochrome P450				 no descriptionmoderately similar to ( 216)AT3G26330| Symbols: CYP71B37 | CYP71B37 (cytochrome P450, family 71, subfamily B, polypeptide 37); oxygen binding | chr3:9648110-9649773 REVERSEmoderately similar to ( 213)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned not assigned not assigned not assigned p450 CypX 				Cluster: Cytochrome P450 71E1, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 71E1, putative - Oryza sativa (japonica cultivar-group		UniRef90_Q2QPY6				CHR12V5|COORD:19823010..19820277|protein cytochrome P450 71E1, putative, expressed		LOC_Os12g32850.1		CUST_75582_PI403524517		-2.7671018		-1.4683757		2.7671018		down

		35_23276		0		0.48275757		0.17022419		0.02002716		-1.8342404		-1.3600307		-1.9798834		-2.7033112		-1.5364833		-1.8932371		0.9458213		0.6824908		0.88116693		0.58438206		0.68154526		0.42796373		0.9167447		0.951529		0.9555898		-0.99679995		0.7101164		-0.46247816		-1.6184583		-1.099783		-2.382411		-1.5756979		-2.1408355		-1.7093616		-0.73433495		0.13231945		-0.020026684		0.5225444		0.8602114		1.0029006		0.39743948		-0.058107853		-0.11844778		7.00E-35		CHR2V7|COORD:9882033..9883583| CYP96A1 (cytochrome P450, family 96, subfamily A, polypeptide 1); oxygen binding		AT2G23180.1		26.1		0		misc.cytochrome P450				 no descriptionweakly similar to ( 143)AT2G23180| Symbols: CYP96A1 | CYP96A1 (cytochrome P450, family 96, subfamily A, polypeptide 1); oxygen binding | chr2:9882033-9883583 FORWARDvery weakly similar to (58.9)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12323 				Cluster: Cytochrome P450 family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (j		UniRef90_Q10S02				CHR03V5|COORD:2178883..2180761|protein cytochrome P450 86A2, putative, expressed		LOC_Os03g04650.1		CUST_81147_PI403524517		-3.8970406		-1.962379		3.8970406		down

		35_23708		0		-1.6126676		-1.4694672		-1.1507416		-0.33976126		-0.3872366		-0.5467191		-0.06184244		-0.27690363		-0.86019564		0.3090763		1.3979788		-0.27912617		1.1764765		1.3620243		0.73194504		3.487235		3.465478		3.4307222		-2.6008224		-1.9231067		-2.7052774		-0.9365115		-0.84327745		-0.60977125		-1.2010789		-1.5548453		0.5034547		0.32172346		0.74594784		0.061841965		0.9262848		0.85220814		1.0029697		1.0848799		0.79530144		0.7281523				CHR2V7|COORD:18787009..18788996| CYP76C2 (cytochrome P450, family 76, subfamily C, polypeptide 2); oxygen binding		AT2G45570.1		26.1		0		misc.cytochrome P450				 no descriptionweakly similar to ( 166)AT1G33720| Symbols: CYP76C6 | CYP76C6 (cytochrome P450, family 76, subfamily C, polypeptide 6); oxygen binding | chr1:12220937-12223961 REVERSEweakly similar to ( 147)C76A1_SOLMECytochrome P450 76A1 - Solanum melongena (Eggplant) (Aubergine)not assigned not assigned not assigned not assigned not assigned p450 CypX 				Cluster: Putative cytochrome P-450 like protein; n=1; Oryza sativa|Rep: Putative cytochrome P-450 like protein - Oryza sativa (Rice)		UniRef90_Q94HM5				CHR10V5|COORD:4395367..4402224|protein cytochrome P450 76B1, putative, expressed		LOC_Os10g08540.1		CUST_82659_PI403524517		-4.122142		-2.043394		4.122142		down

		35_5913		0		-1.2168775		-1.4384236		-2.1478968		-1.8522035		-1.9635044		-2.1148214		-2.0840285		0.87851715		-1.6462653		-1.109005		-0.23784351		-2.0309		-2.230796		-1.8222207		-1.9522442		-2.1346116		-1.2043605		-2.0388427		1.0594954		0.7196708		-0.22035313		1.1101761		0.22035289		0.9615345		1.1128058		0.7293873		1.5544868		2.4609451		2.5461721		2.7835126		1.9167719		2.1032062		1.9328156		1.5115991		2.037324		2.1310143		8.00E-43		CHR3V7|COORD:9594566..9596439| CYP71B23 (cytochrome P450, family 71, subfamily B, polypeptide 23); oxygen binding		AT3G26210.1		26.1		0		misc.cytochrome P450				 no descriptionweakly similar to ( 143)AT3G26210| Symbols: CYP71B23 | CYP71B23 (cytochrome P450, family 71, subfamily B, polypeptide 23); oxygen binding | chr3:9594566-9596439 REVERSEweakly similar to ( 196)C71E1_SORBICytochrome P450 71E1 - Sorghum bicolor (Sorghum) (Sorghum vulgare)not assigned not assigned p450 				Cluster: Cytochrome P450 71E1, putative; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytochrome P450 71E1, putative - Oryza sativa (japonica cultivar-group		UniRef90_Q2QPY6				CHR12V5|COORD:19823010..19820277|protein cytochrome P450 71E1, putative, expressed		LOC_Os12g32850.1		CUST_20398_PI403524517		-2.5541928		-1.3528674		2.5541928		down

		35_7512		0		-0.3652284		-0.24486375		-1.4275911		-0.0034627914		-0.524343		-1.4234666		-1.343323		-1.1732469		-1.3473282		-1.3016353		-0.16378641		-1.3029408		-1.1357621		-1.3010035		0.4086783		-1.3286203		-1.326151		-1.0065612		0.0034627914		0.29729176		-0.1191082		1.8707032		1.750668		0.9080703		0.759866		1.0990183		0.45607686		0.96428156		1.1941171		1.8217888		3.1911592		2.9539905		3.042719		2.6055455		3.8916817		2.5447235				CHR2V7|COORD:19296535..19298610| CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding		AT2G46950.1		26.1		0		misc.cytochrome P450				 no descriptionmoderately similar to ( 236)AT2G46950| Symbols: CYP709B2 | CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding | chr2:19296535-19298610 REVERSEmoderately similar to ( 212)C72A1_CATROCytochrome P450 72A1 - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned p450 CypX 				Cluster: Cytochrome P450 family protein, expressed; n=4; Oryza sativa|Rep: Cytochrome P450 family protein, expressed - Oryza sativa (japonica cultivar-group)		UniRef90_Q10KT4				CHR03V5|COORD:14538125..14540647|protein cytochrome P450 72A1, putative, expressed		LOC_Os03g25490.2		CUST_25918_PI403524517		-3.220102		-1.6871064		3.220102		down

		35_21486		0		-0.8082838		-0.5964556		-0.5935621		-0.72456074		-0.4263506		-1.0459623		-0.605567		-0.94615936		-0.7889719		-0.24578762		0.38698673		0.054117203		0.23620224		0.44439125		0.28270245		2.4403553		2.458187		2.4371462		0.79851246		-0.4673977		0.43855762		-0.7137022		-0.074772835		-0.7236824		0.13299751		-0.69434834		0.64183235		0.16157532		0.82695293		-0.35020638		-0.106095314		0.3081932		-0.021302223		0.067708015		0.021303177		0.0374012		5.00E-10		CHR4|COORD:13487712..13489382| GDSL-motif lipase/hydrolase family protein, similar to family II lipase EXL3 (GI:15054386), EXL1 (GI:15054382), EXL2		AT4G26790.2		26.28		0		misc.GDSL-motif lipase				 no descriptionvery weakly similar to (60.1)AT4G26790| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr4:13487865-13489155 FORWARDSGNH_plant_lipase_like 		7.00E-15		Cluster: Anter-specific proline-rich protein APG-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Anter-specific proline-rich protein APG-like - Oryza sat		UniRef90_Q67WG1		4.00E-16		CHR06V5|COORD:25875331..25869107|protein anther-specific proline-rich protein APG, putative, expressed		LOC_Os06g43044.1		CUST_74948_PI403524517		-3.1821887		-1.6700194		3.1821887		down

		35_4850		0		0.19882488		0.8105469		0.2802105		0.08231735		1.0169163		0.22542477		0.12210274		-0.14936543		-0.08231735		1.3817663		1.2520494		2.1353855		1.3423557		1.5644312		1.8138571		2.042985		1.919941		1.9932156		2.5303574		-1.220809		2.0790005		-1.3324804		-1.0337229		-1.3413534		-0.29549313		-2.319295		-0.64818287		-0.29852676		-0.64271927		-1.7244925		-2.1962833		-2.5250545		-2.2858849		-3.1784334		-3.1926823		-3.2140956				CHR3V7|COORD:17960481..17962067| GDSL-motif lipase/hydrolase family protein		AT3G48460.1		26.28		0		misc.GDSL-motif lipase				 no descriptionmoderately similar to ( 338)AT3G48460| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr3:17960481-17962067 FORWARDweakly similar to ( 141)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Herpes_BLLF1 Atrophin-1 Triacylglycerol_lipase_like PRK07764 PRK12323 Tymo_45kd_70kd HPC2 AF-4 PRK07003 APC_basic TT_ORF1 DUF1509 PRK05648 DUF566 Extensin_2 Pneumo_att_G Metaviral_G FimV DUF1777 PRK08853 				Cluster: Putative GDSL-like lipase/acylhydrolase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative GDSL-like lipase/acylhydrolase - Oryza sativa (japon		UniRef90_Q75LC6				CHR03V5|COORD:35445757..35442476|protein esterase precursor, putative, expressed		LOC_Os03g62740.1		CUST_16798_PI403524517		-2.7093093		-1.4379251		2.7093093		down

		35_714		0		-0.22416973		-0.02631569		0.2792759		-0.8907647		0.02631569		-0.40597868		-1.5349579		-0.98210907		-0.71678925		0.5617542		0.8770232		0.8625541		0.42643595		0.5823288		0.61095667		1.5740442		1.484766		1.54531		0.70583344		0.46964073		1.1332054		-0.7736225		0.11535692		-1.1995134		-0.477324		-0.69076586		-0.32704163		1.2956524		1.2978334		0.9546652		-0.21102667		-0.035633564		-0.51229477		-0.08871174		-0.23981428		-0.24628067				CHR5V7|COORD:18637647..18639491| GDSL-motif lipase/hydrolase family protein		AT5G45910.1		26.28		0		misc.GDSL-motif lipase				 no descriptionmoderately similar to ( 286)AT5G45910| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:18637647-18639491 REVERSEweakly similar to ( 177)EST_HEVBREsterase precursor - Hevea brasiliensis (Para rubber tree)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like COG3240 Herpes_BLLF1 Triacylglycerol_lipase_like PRK12323 PRK07003 PRK07764 KAR9 Metaviral_G Pneumo_att_G SerH APC_basic AF-4 				Cluster: UCW116, putative lipase; n=1; Hordeum vulgare subsp. vulgare|Rep: UCW116, putative lipase - Hordeum vulgare var. distichum (Two-rowed barley)		UniRef90_A1C0L3				CHR06V5|COORD:2909907..2906281|protein alpha-L-fucosidase 2 precursor, putative, expressed		LOC_Os06g06290.3		CUST_2613_PI403524517		-2.7217197		-1.4445186		2.7217197		down

		35_20192		0		-0.083547115		-0.74025774		-0.23920202		-0.9553127		-0.867486		-1.0163307		-0.7195759		-0.91235876		-0.79629755		0.38500738		0.5894942		-0.12843943		0.35853958		0.037803173		0.17582083		0.6627474		0.5582371		0.58041763		-0.607749		0.15888882		-1.3067918		-0.41546154		-0.43767262		-0.7960367		-0.037802696		-0.4085865		-0.5078025		0.08326101		1.0151262		0.27538252		1.1886091		1.1806326		1.2652178		1.519804		1.3363934		1.3363934				CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionweakly similar to ( 186)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 228)GSTH1_ORYSAnot assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_family GST_N_Ure2p_like GST_C GST_N_4 GST_C_family GST_N GST_N_Delta_Epsilon GST_N_Theta GST_N_2 PRK11752 GST_C_EFB1gamma GST_C_2 GST_N_Beta GST_C_Ure2p_like GST_N_Zeta GST_C_8 GST_N_GTT2_like GST_C_1 GST_C_GTT2_like PRK12323 GST_N_3 				Cluster: Putative glutathione-S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione-S-transferase - Oryza sativa (japonica		UniRef90_Q65XF1				CHR05V5|COORD:2774453..2775564|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os05g05620.1		CUST_70490_PI403524517		-2.0865374		-1.0611107		2.0865374		down

		35_27576		0		0.31173134		-1.8437183		0.20431852		-0.78749037		-1.70365		-1.247184		-1.1072993		-0.94154		-0.40298033		0.87031794		0.33042812		-0.26227522		0.45221996		0.16544914		-0.12285328		0.6093354		0.0556221		0.2942772		-0.064207554		-1.1016965		-0.80775666		-0.23755741		-1.2989774		-0.9925289		0.20344543		-0.23829174		-0.25235844		-0.0556221		1.2029057		0.5577736		1.2931314		1.2796216		1.3594041		1.5665112		1.2781858		1.3347058		3.00E-37		CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionweakly similar to ( 150)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEweakly similar to ( 177)GSTH1_ORYSAnot assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_Theta GST_N_4 GST_N_Ure2p_like GST_C_family GST_N_family GST_N GST_N_Zeta GST_C GST_N_2 				Cluster: Putative glutathione-S-transferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione-S-transferase - Oryza sativa (japonica		UniRef90_Q65XF1				CHR05V5|COORD:2774453..2775564|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os05g05620.1		CUST_96549_PI403524517		-3.080041		-1.6229495		3.080041		down

		35_946		0		-0.9917903		-0.39944863		-1.5316916		-1.790163		-2.3857718		-2.731166		-2.7881472		-0.6564195		-2.7892613		-1.1112039		0.1529684		2.1561365		-0.3009212		-0.96678257		-2.5399613		1.3948793		1.4344993		1.4683466		2.6578946		-1.735811		2.6381378		-2.5101852		-0.07560825		-0.9593954		0.07560825		-2.177227		1.58779		1.9992185		1.644464		1.549675		1.9712472		1.6202044		1.8982577		2.5238414		1.9385185		1.8622179		5.00E-09		CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionvery weakly similar to (57.4)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEvery weakly similar to (98.6)GSTF1_WHEATGlutathione S-transferase 1 - Triticum aestivum (Wheat)GST_C_Phi 		3.00E-19		Rep: Glutathione S-transferase 2 - Triticum aestivum (Wheat)		UniRef90_P30111		2.00E-13		CHR01V5|COORD:15544818..15543679|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os01g27260.1		CUST_3467_PI403524517		-3.8508053		-1.9451602		3.8508053		down

		35_15807		0		-0.21838474		-0.49735737		-0.44417048		0.012746811		-0.071769714		0.068297386		-0.012747765		-0.12735462		-0.044952393		0.31583595		0.22415638		0.19055843		-0.83177996		-0.5480404		-0.83462477		-0.890429		-0.62142515		-0.77512264		-0.9041891		-0.45276117		-0.73792887		0.113098145		-0.102202415		0.10599041		0.050248146		0.20731544		-0.05486965		2.6145344		2.6882849		2.6715727		2.6624851		2.638753		2.4701319		2.434966		2.4968395		2.4379492				CHR2V7|COORD:13812900..13814519| dienelactone hydrolase family protein		AT2G32520.1		26.1		0		misc.misc2				 no descriptionmoderately similar to ( 391)AT2G32520| Symbols:  | dienelactone hydrolase family protein | chr2:13812900-13814519 REVERSEnot assigned DLH COG0412 				Cluster: Carboxymethylenebutenolidase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Carboxymethylenebutenolidase-like protein - Oryza sativa		UniRef90_Q8LQS5				CHR01V5|COORD:19462649..19466742|protein protein usf, putative, expressed		LOC_Os01g34700.1		CUST_55526_PI403524517		-6.8005257		-2.7656462		6.8005257		down

		35_6216		0		-0.29681253		-0.14444447		-0.3785782		-0.5348897		-0.48649073		-0.92385054		-0.58303404		-0.6263733		-0.42788076		0.79956055		0.6731577		0.29356956		0.61445		0.73689127		0.6774998		0.8797159		0.97415257		0.84168243		-0.37996387		-0.5105014		-0.61834335		-0.3467312		-0.33038378		-0.54591274		-0.27457952		-0.18497372		-0.36607075		0.29505348		0.52153826		0.35850906		0.34676266		0.34760094		0.36656952		0.38506842		0.16082191		0.14444447				CHR3V7|COORD:19944131..19946164| lectin protein kinase, putative		AT3G53810.1		26.16		0		misc.myrosinases-lectin-jacalin				 no descriptionmoderately similar to ( 451)AT3G53810| Symbols:  | lectin protein kinase, putative | chr3:19944131-19946164 REVERSEmoderately similar to ( 206)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc Pkinase S_TKc Pkinase_Tyr PTKc S_TKc PTKc_Csk_like PTKc_EGFR_like PTKc_Srm_Brk PTKc_EphR SPS1 PTKc_EphR_A2 PTKc_Jak_rpt2 PTKc_Abl PTKc_Frk_like PTKc_Tec_like PTKc_Ack_like PTKc_Src_like PTKc_Fes_like PTKc_EphR_B PTKc_Syk_like PTKc_EphR_A PTKc_Trk PTKc_Chk PTKc_InsR_like PTKc_Btk_Bmx PTKc_Fer PTKc_Csk PTKc_Itk PTKc_c-ros PTKc_EphR_A10 PTKc_Ror PTKc_TrkC PTKc_Tyk2_rpt2 PTKc_FGFR PTKc_Jak2_Jak3_rpt2 PTKc_Lck_Blk PTKc_FAK PTKc_TrkB PTKc_HER4 PTKc_ALK_LTK PTKc_Musk PTKc_Tec_Rlk PTKc_DDR PTKc_Aatyk PTKc_Tie2 PTKc_Fes PTKc_Fyn_Yrk PTKc_TrkA PTKc_EGFR PTKc_Axl_like PTKc_Lyn PTKc_PDGFR PTKc_HER2 PTKc_Src PTKc_Met_Ron PTKc_FGFR4 PTK_HER3 PTKc_InsR PTKc_DDR_like PTKc_Tie PTKc_Tie1 PTKc_DDR1 PTKc_FGFR1 PTKc_Zap-70 PTK_Ryk PRK12678 PTKc_Syk PTKc_FGFR3 PTKc_FGFR2 PTK_CCK4 PRK07764 PTKc_Axl PTKc_IGF-1R PTKc_Yes PTKc_Hck PTKc_Aatyk1_Aatyk3 PTKc_DDR2 PTKc_Ror1 PTK_Jak2_Jak3_rpt1 PTKc_Ror2 PRK07003 PTKc_Tyro3 PTKc_Jak1_rpt2 PTK_Jak_rpt1 PRK12323 PTKc_RET PTK_Jak1_rpt1 PTKc_Aatyk2 PRK12372 APC_basic SerH Herpes_BLLF1 DUF390 PTK_Tyk2_rpt1 				Rep: OSIGBa0125M19.7 protein - Oryza sativa (Rice)		UniRef90_Q00RH9				CHR04V5|COORD:26357009..26359683|protein protein kinase, putative, expressed		LOC_Os04g44910.1		CUST_21424_PI403524517		-2.3139172		-1.2103372		2.3139172		down

		35_21749		0		-0.6416223		-0.12481284		-0.8707483		-0.456784		-0.8368623		-0.96761346		-0.89842415		-0.9366131		-0.7336745		-0.43085575		0.350976		-0.4711311		0.5235338		1.9931302		1.9225745		1.0440807		1.1258049		0.98764515		0.37811852		-0.7733965		-0.20291233		1.033916		-1.7507114		-1.4347327		-0.77966285		1.863389		-0.31405163		0.26724195		0.50673723		0.1248126		0.13807535		-0.2907703		0.64031553		0.615458		0.20778894		0.37636757		8.00E-24		CHR1V7|COORD:2689113..2689884| plastocyanin-like domain-containing protein		AT1G08500.1		26.19		0		misc.plastocyanin-like				 no descriptionweakly similar to ( 106)AT1G08500| Symbols:  | plastocyanin-like domain-containing protein | chr1:2689113-2689884 FORWARDCu_bind_like 		2.00E-44		Cluster: OSJNBa0036E02.28 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0036E02.28 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q9FTP2		1.40E-45		CHR01V5|COORD:10047087..10045042|protein blue copper protein precursor, putative, expressed		LOC_Os01g17470.1		CUST_75876_PI403524517		-2.8312414		-1.5014348		2.8312414		down

		35_47673		0		-0.9358158		-0.6881876		-0.4982915		-1.9137187		-1.9196155		-2.0985775		-1.766285		-3.1441898		-2.3185346		0.8143072		0.61058426		0.7672267		0.96548223		0.6333189		0.8792758		1.0012088		1.0758615		1.3060021		-0.3027377		0.06686211		-0.06686211		-0.7192278		-0.5936084		-1.1083684		-0.24880934		-0.42977095		-0.8267765		0.5295062		0.46966743		0.10888815		0.37751818		0.24924946		0.6129036		0.77268934		0.08857584		-0.17049885		6.00E-36		CHR4V7|COORD:13763663..13765024| glycosyltransferase family protein		AT4G27570.1		26.2		0		misc.UDP glucosyl and glucoronyl transferases				 no descriptionweakly similar to ( 130)AT4G27570| Symbols:  | glycosyltransferase family protein | chr4:13763663-13765024 REVERSEweakly similar to ( 174)UFOG_PETHYAnthocyanidin 3-O-glucosyltransferase - Petunia hybrida (Petunia)not assigned not assigned UDPGT PRK12323 				Cluster: Flavonol 3-O-glucosyltransferase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Flavonol 3-O-glucosyltransferase, putative, exp		UniRef90_Q2R4X7				CHR11V5|COORD:14998294..14996505|protein anthocyanidin 3-O-glucosyltransferase, putative, expressed		LOC_Os11g26950.1		CUST_171153_PI403524517		-6.033281		-2.5929427		6.033281		down

		35_10278		0		-0.45056534		-0.37800646		-0.47197008		-0.8126879		-0.7264843		-0.71187353		-1.4937353		-0.7948313		-0.92167234		1.2172899		1.2474804		1.4121284		0.8888235		0.41936207		0.13213205		0.15709686		0.29866982		0.025258064		-0.5414958		-0.025257587		-0.21417141		-0.6065903		-0.45031166		-0.9112463		-0.20967388		-0.2949562		-0.6859417		1.6331816		1.7026434		1.5654898		1.1091223		1.3001909		1.3516216		0.7319517		0.30465746		0.16566372		1.00E-15		CHR3V7|COORD:23025308..23026783| transferase family protein		AT3G62160.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (79.3)AT3G62160| Symbols:  | transferase family protein | chr3:23025308-23026783 REVERSETransferase 		4.00E-41		Cluster: Hypothetical protein OJ1127_B08.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1127_B08.7 - Oryza sativa (japonica cultivar		UniRef90_Q75L39		2.00E-42		CHR05V5|COORD:2121806..2128296|protein 3-N-debenzoyl-2-deoxytaxol N-benzoyltransferase, putative, expressed		LOC_Os05g04584.1		CUST_35640_PI403524517		-2.6309123		-1.3955631		2.6309123		down

		35_14518		0		-0.5002341		-0.38737297		-0.3530984		-0.28425932		-0.6081743		-0.8361788		-0.39256334		-0.855268		-1.0033326		0.46514702		0.9102111		0.13715792		0.84861374		0.9113169		1.4981856		1.2867374		1.359983		1.3903594		-0.638535		-0.6275315		-1.0144596		0.07263994		-0.2800727		-0.21848106		-0.07414341		0.012077808		-0.07044268		-0.024650574		0.49092007		-0.012077332		1.1727581		1.1743975		1.2503018		1.2316709		0.7918081		0.7614708				CHR1V7|COORD:5128586..5129453| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica		AT1G14870.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 201)AT1G14870| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G35525.1); similar to Os02g0579800 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047231.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE80519.1); similar to Os03g0830500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051787.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr1:5128586-5129453 REVERSEnot assigned not assigned not assigned not assigned not assigned PLAC8 				Cluster: Putative ORFX; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ORFX - Oryza sativa (japonica cultivar-group)		UniRef90_Q6EP48				CHR02V5|COORD:22307280..22305964|protein expressed protein		LOC_Os02g36940.1		CUST_50897_PI403524517		-2.9458587		-1.5586883		2.9458587		down

		35_15481		0		0.26200008		0.8105812		0.59679747		0.011744022		-0.2564082		0.08290911		-0.69971323		-0.21575403		-0.18982935		0.7777209		1.1163006		1.1145387		1.6089115		1.6610975		1.9229617		1.7403169		1.6926193		1.8289838		-0.09752798		-0.011744022		0.5522847		-0.37970686		-0.39011812		-0.8271785		-0.33179474		-0.4980626		-0.40436125		0.5881753		1.0125761		1.2362471		-0.59313774		-0.58634377		-1.0951877		-1.2870178		-1.2305374		-1.608397		1.00E-28		CHR5V7|COORD:9830400..9831563| hypoxia-responsive family protein		AT5G27760.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 123)AT5G27760| Symbols:  | hypoxia-responsive family protein | chr5:9830400-9831563 FORWARD		2.00E-41		Cluster: Os07g0673900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0673900 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D3P8		6.00E-43		CHR07V5|COORD:28482403..28483508|protein hypoxia induced protein conserved region containing protein, expressed		LOC_Os07g47670.2		CUST_54381_PI403524517		-2.7344222		-1.451236		2.7344222		down

		35_18166		0		-2.32574		-4.3740015		-0.85771513		-2.5094268		-1.7015314		-4.158286		-4.463728		-4.5025644		-3.1333234		-2.7813838		4.4329634		-1.7429361		3.0003119		2.5289812		-0.10250139		6.114209		6.093054		6.0957603		-1.6164584		-4.104789		-4.323518		-2.2380564		3.0232744		1.6577582		1.6155686		-2.483819		5.259453		3.0224075		3.3084927		-0.29387903		0.7984767		0.7717018		0.56934595		0.33331203		0.19704008		0.10250187				CHR2V7|COORD:17934416..17935948| pirin, putative		AT2G43120.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 272)AT2G43120| Symbols:  | pirin, putative | chr2:17934416-17935948 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG1741 Pirin Pirin_C PRK07003 TT_ORF1 PRK12678 APC_basic PRK12323 Protamine_P1 				Cluster: Os08g0364900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0364900 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J657				CHR08V5|COORD:16759520..16763584|protein pirin-like protein, putative, expressed		LOC_Os08g27720.1		CUST_63629_PI403524517		-53.4653		-5.740531		53.4653		down

		35_20169		0		0.376976		0.6169958		0.70176697		0.52843857		0.5704889		0.35375214		-0.06192398		0.10901356		0.2818699		0.7701998		0.7450571		0.6412926		0.55542374		0.6139145		0.69309616		0.4055357		0.39314842		0.4704485		-2.8637042		-1.7563043		-2.4777093		-1.6275091		-2.0305147		-1.6909504		-1.9795747		-1.9155478		-1.7791829		-1.0189266		-1.1190443		-0.7486496		-0.6083622		0.06192398		-0.8326025		-1.161994		-1.4215794		-1.3814402		2.00E-07		CHR5V7|COORD:3885163..3887773| carbon-nitrogen hydrolase family protein		AT5G12040.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (54.3)AT5G12040| Symbols:  | carbon-nitrogen hydrolase family protein | chr5:3885163-3887773 FORWARD		1.00E-06		Cluster: Hydrolase, carbon-nitrogen family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, carbon-nitrogen family protein, expre		UniRef90_Q10R10		4.00E-08		CHR03V5|COORD:4003494..4007635|protein expressed protein		LOC_Os03g07910.1		CUST_70414_PI403524517		-2.1419497		-1.0989245		2.1419497		down

		35_24481		0		0.46318054		0.39519978		0.05681181		0.46537876		0.639276		1.0090737		-0.35980892		-0.24850416		0.4461465		5.5300093		0.3084426		0.30948544		0.43566704		0.4989276		0.30602312		-0.12428045		-0.22526026		-0.044413567		-1.2419357		-0.75404644		-1.2356515		-0.9409275		-1.1787281		-0.7502446		-1.0164404		-0.9740319		-1.082005		0.12404919		-0.17568684		0.300838		-0.10617828		0.044414043		-0.12693739		-0.11201191		0.44719934		0.40210629				0		0		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (58.2)AT5G01630| Symbols: BRCA2(V), ATBRCA2(V), BRCA2B | BRCA2B (breast cancer 2 like 2B) | chr5:235114-240908 REVERSE				Cluster: Breast cancer 2-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Breast cancer 2-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q5VQI6				CHR01V5|COORD:3351851..3342005|protein BRCA2 repeat family protein, expressed		LOC_Os01g07110.1		CUST_85464_PI403524517		-2.1554337		-1.1079781		2.1554337		down

		35_2551		0		-0.67247057		-0.40388966		-0.27853775		-0.67168474		-0.33540964		-0.8866019		-0.5786748		-0.9751816		-0.7102108		0.029886246		0.7827482		0.48423243		0.3618002		0.5843878		0.38264942		2.9015017		2.8945723		2.8830013		0.95152855		-0.30781364		0.6554489		-0.59572744		0.0708642		-0.65382576		0.22713614		-0.52500963		0.8092098		0.33608913		1.0956583		-0.17307663		-0.034024715		0.41627216		-0.111102104		-0.041053772		0.08940315		-0.029885769				CHR2V7|COORD:7466238..7467730| peptidoglycan-binding LysM domain-containing protein		AT2G17120.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 205)AT2G17120| Symbols: LYM2 | peptidoglycan-binding LysM domain-containing protein | chr2:7466238-7467730 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPC2 Atrophin-1 PRK07003 PRK12323 DUF1421 APC_basic Herpes_BLLF1 KAR9 PRK07764 Extensin_2 Tymo_45kd_70kd PRK05648 GRASP55_65 AF-4 TT_ORF1 DUF566 Herpes_TAF50 Drf_FH1 PRK08853 PRK12495 BASP1 IER Pneumo_att_G Metaviral_G DUF605 FAP Herpes_UL32 PRK12372 PRK10819 Syndecan ROM1 Coprinus_mating Herpes_gI DUF1752 PRK00708 DUF1509 Treacle PRK08770 MAP65_ASE1 LysM Totivirus_coat LysM PRK11901 DamX 				Cluster: Chitin elicitor binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chitin elicitor binding protein - Oryza sativa (japonica cultivar-gro		UniRef90_Q1ESX3				CHR03V5|COORD:1858017..1860865|protein receptor-like GPI-anchored protein 2, putative, expressed		LOC_Os03g04110.1		CUST_9103_PI403524517		-3.6517918		-1.8686045		3.6517918		down

		35_28886		0		0.39628172		-0.18231535		-0.04172182		0.15431261		0.053708076		0.44222736		-0.713202		-0.5653863		0.15082979		0.09214544		0.18204308		0.26026058		0.45859337		0.36691523		0.22906828		-0.5111475		-0.0042061806		-0.4032216		-1.1975718		-1.1138043		-1.468236		-1.2238693		-1.3404751		-0.7409463		-1.2233744		-0.64640665		-0.4658494		0.17918634		-0.043208122		0.015121937		0.0042061806		0.37663794		0.48913527		-0.022488117		0.59808207		0.59808207		1.00E-08		CHR4V7|COORD:16350736..16354026| D111/G-patch domain-containing protein		AT4G34140.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (56.6)AT4G34140| Symbols:  | D111/G-patch domain-containing protein | chr4:16350736-16354026 FORWARD		1.00E-43		Cluster: Os01g0170100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0170100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JQC6		5.60E-45		CHR01V5|COORD:3606522..3612562|protein nucleic acid binding protein, putative, expressed		LOC_Os01g07540.1		CUST_101209_PI403524517		-2.4462764		-1.2905874		2.4462764		down

		35_3208		0		-0.19104958		-0.29066682		-0.8035426		-1.1856296		-0.054469585		-1.5132875		-0.33357525		-0.876518		-0.2253027		0.4789791		1.598917		0.57071733		-0.5492494		-0.0019254684		-0.35456634		3.6673346		3.619753		3.6438942		0.0019249916		-0.550586		0.40494967		-0.38257933		-0.88519955		-0.56275773		-0.03870678		-0.24353075		0.2455306		3.364863		5.4415293		1.3274441		2.1635551		2.5774903		2.2011452		2.361339		1.978652		1.8631473		2.00E-15		CHR1V7|COORD:790110..791414| extracellular dermal glycoprotein, putative / EDGP, putative		AT1G03230.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (78.6)AT1G03230| Symbols:  | extracellular dermal glycoprotein, putative / EDGP, putative | chr1:790110-791414 FORWARDvery weakly similar to (65.1)7SB1_SOYBNBasic 7S globulin precursor - Glycine max (Soybean)not assigned not assigned 				Rep: Xylanase inhibitor precursor - Hordeum vulgare (Barley)		UniRef90_Q6KE44		4.00E-33		CHR01V5|COORD:41470307..41468523|protein xylanase inhibitor, putative, expressed		LOC_Os01g71090.1		CUST_11327_PI403524517		-7.0129094		-2.810013		7.0129094		down

		35_4058		0		0.5060921		-0.055927277		0.20420933		0.022019386		0.36698818		-0.027448654		0.5513687		0.33712673		0.31832886		0.27514935		-0.45749664		-0.34952354		-0.92843723		-1.1150675		-1.0032444		-0.29565048		-0.2356596		-0.37427616		-0.18094158		-0.13730335		-0.45771122		-0.03331089		0.0148983		-0.20746803		0.0019664764		-0.01651001		-0.24749851		-0.0019655228		2.7053413		0.880044		1.5287256		2.2879028		1.4973221		2.1970387		1.9011116		1.8767319				CHR5V7|COORD:19201033..19202694| ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase		AT5G47240.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 364)AT5G47240| Symbols: ATNUDT8 | ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase | chr5:19201033-19202694 FORWARDnot assigned Nudix_Hydrolase_12 NUDIX Nudix_Hydrolase Ap4A_hydrolase_human_like COG1051 Nudix_Hydrolase_21 Nudix_Hydrolase_14 Nudix_Hydrolase_17 Ap4A_hydrolase_plant_like Ap6A_hydrolase Nudix_Hydrolase_18 Nudix_Hydrolase_19 Nudix_Hydrolase_13 Nudix_Hydrolase_39 Nudix_Hydrolase_22 				Rep: OSIGBa0106P14.1 protein - Oryza sativa (Rice)		UniRef90_Q01I29				CHR04V5|COORD:27204350..27207137|protein nudix hydrolase 8, putative, expressed		LOC_Os04g46280.1		CUST_14142_PI403524517		-3.4651155		-1.7929034		3.4651155		down

		35_43388		0		-0.32497597		0.2540536		-0.047295094		-1.5246506		-0.58051944		-0.9954765		-0.5310385		-0.40261173		-0.5021236		3.3665814		1.2692065		0.49389696		-0.53323746		-0.2615204		-0.19497871		-0.22423077		-0.03696251		-0.6809039		-0.27493238		0.17589426		0.03696251		-0.5305319		-0.5786743		-0.53734136		0.25517225		0.20490932		0.4776435		0.99437094		1.2899199		1.0441256		1.2575359		1.1285238		0.9385743		0.63224316		0.99324274		1.9261866		4.00E-35		CHR3V7|COORD:2531988..2534283| rhomboid protein-related		AT3G07950.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 128)AT3G07950| Symbols:  | rhomboid protein-related | chr3:2531988-2534283 FORWARDnot assigned DUF1751 				Rep: OSIGBa0148I18.3 protein - Oryza sativa (Rice)		UniRef90_Q01N34				CHR04V5|COORD:220601..217378|protein transmembrane protein 115, putative, expressed		LOC_Os04g01300.3		CUST_155329_PI403524517		-2.3286817		-1.2195134		2.3286817		down

		35_4775		0		-0.750978		-0.17582655		-0.31045294		-0.030992508		0.030992508		-0.13537979		0.43249273		-0.103915215		0.12555552		-0.11244631		-0.59516096		1.8166609		-0.38717508		-0.3067193		-0.7655983		-0.16507769		-0.16004229		-0.14668941		3.6827283		-0.73150206		3.5038762		-0.37438583		0.79500294		-0.986835		0.34369326		-0.16052341		0.037276745		2.1168327		1.8781757		2.1268902		2.4299073		2.3443575		2.297154		2.5740418		2.6576958		2.5777407		5.00E-20		CHR3V7|COORD:5882324..5882902| stable protein 1-related		AT3G17210.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (93.6)AT3G17210| Symbols:  | stable protein 1-related | chr3:5882324-5882902 FORWARDDabb 		3.00E-23		Cluster: Stress-responsive protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Stress-responsive protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XBH1		2.00E-22		CHR01V5|COORD:18586411..18594043|protein pop3 peptide, putative, expressed		LOC_Os01g33160.1		CUST_16532_PI403524517		-3.1488593		-1.6548293		3.1488593		down

		35_5362		0		0.62241936		0.31462908		0.5889125		-0.7513833		-0.5079322		-0.7324405		-1.0318584		-1.1660848		-0.693038		1.384748		0.5697713		0.7538514		0.3855586		0.4366641		0.53970766		1.2211871		1.0500269		1.0319257		3.4914703		-0.038960934		2.6201868		-0.57685137		-0.29876614		-0.6562271		0.014623642		-0.3709259		-0.014623165		1.2970195		0.37719297		0.123045444		-0.300416		-0.15892553		-0.2488308		-0.1318922		-0.449203		-0.48671818				CHR1V7|COORD:17420063..17421736| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila]		AT1G47480.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 198)AT1G47480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48700.1); similar to CXE carboxylesterase [Malus pumila] (GB:ABB89003.1); contains InterPro domain Esterase/lipase/thioesterase; (InterPro:IPR000379); contains InterPro domain Alpha/beta hydrolase fold-3; (InterPro:IPR013094) | chr1:17420063-17421736 FORWARDweakly similar to ( 115)GID1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned Abhydrolase_3 Aes COesterase PRK07764 PRK07003 Esterase_lipase PnbA PRK12678 PRK12323 APC_basic 				Cluster: Putative PrMC3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative PrMC3 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6ZDG5				CHR08V5|COORD:23280057..23278705|protein gibberellin receptor GID1L2, putative, expressed		LOC_Os08g37040.1		CUST_18551_PI403524517		-2.2850826		-1.1922463		2.2850826		down

		35_5942		0		-0.12507963		0.07356644		-0.49880648		-0.15770245		-0.21045446		-0.2642846		0.09968662		0.2611003		-0.1498766		-0.102754116		-0.37926483		-0.30803156		-0.6408434		-0.44108915		-0.6981249		-1.0411444		-0.7639332		-0.7808714		-0.042286396		-0.018322468		-0.2004838		0.018322468		0.28619003		0.034981728		0.6911144		0.6446357		0.579731		0.84214926		0.8746815		1.0998669		1.6314268		1.715591		1.6101637		1.6939292		1.6173949		1.4458561				CHR1V7|COORD:904318..906012| phagocytosis and cell motility protein ELMO1-related		AT1G03620.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 290)AT1G03620| Symbols:  | phagocytosis and cell motility protein ELMO1-related | chr1:904318-906012 REVERSEnot assigned not assigned ELMO_CED12 				Rep: H0102C09.5 protein - Oryza sativa (Rice)		UniRef90_Q25AL1				CHR04V5|COORD:106159..110245|protein ELMO domain-containing protein 2, putative, expressed		LOC_Os04g01150.2		CUST_20477_PI403524517		-2.2513611		-1.1707975		2.2513611		down

		35_7257		0		-1.0337651		-1.3028791		-1.2243221		-0.033346653		-0.06400204		-0.27701378		-0.9594004		0.11074948		-1.7083167		0.26162195		0.5107055		0.016001463		0.047361374		-0.48237085		-0.016001225		0.9110532		1.1748958		0.90339804		-1.6293778		-0.20585537		-1.4604197		0.33260274		-0.7030852		-0.24606037		-0.51181316		-0.9551122		-2.3698092		1.0313373		0.8500948		0.80691195		1.8151889		1.9701772		1.9302545		2.0594954		1.567975		1.5901089		2.00E-23		CHR2V7|COORD:16462745..16465295| hydrolase, alpha/beta fold family protein		AT2G39410.2		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 106)AT2G39410| Symbols:  | hydrolase, alpha/beta fold family protein | chr2:16462745-16465295 FORWARDnot assigned PldB 		8.00E-29		Cluster: Hydrolase, alpha/beta fold family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hydrolase, alpha/beta fold family protein - Oryza sativa (j		UniRef90_Q2QYZ9		4.00E-30		CHR12V5|COORD:13099..11806|protein monoglyceride lipase, putative		LOC_Os12g01030.1		CUST_25008_PI403524517		-5.1855497		-2.374497		5.1855497		down

		35_5834		0		-0.017344475		-0.029328346		0.017344475		-0.21860027		-0.14561272		-0.29554844		-0.8450422		-0.67621326		-0.39075565		0.35560608		0.44770622		0.44569778		0.6995125		0.74123096		0.7969065		0.8716383		0.97884274		1.1022139		0.16795254		0.06728172		0.33067036		-0.1054306		0.17412663		0.048075676		-0.45262814		-0.37124634		-0.3079319		0.22780514		0.43920326		0.32845497		-0.4137087		-0.4271078		-0.4795704		-0.68447113		-0.6996889		-0.52425385				CHR3V7|COORD:9252557..9256063| AFH1 (FORMIN HOMOLOGY 1); actin binding		AT3G25500.1		35		0		not assigned.no ontology.formin homology 2 domain-containing protein				 no descriptionweakly similar to ( 184)AT3G25500| Symbols: FH1, AHF1, AFH1 | AFH1 (FORMIN HOMOLOGY 1); actin binding | chr3:9252557-9256063 REVERSEnot assigned FH2 FH2 				Cluster: Putative FH protein NFH2; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative FH protein NFH2 - Oryza sativa (japonica cultivar-group)		UniRef90_Q8S0F0				CHR01V5|COORD:39344800..39340608|protein AFH1, putative, expressed		LOC_Os01g67240.1		CUST_20129_PI403524517		-2.0062413		-1.0044951		2.0062413		down

		35_27826		0		-0.0048532486		-0.022190094		-0.09940243		0.051674843		0.17433167		0.0823555		-0.11001778		0.15004063		0.09881115		-0.8323879		-0.37238216		-0.8570671		-0.18750954		-0.2985525		0.050614357		-0.5843649		-0.6680794		-0.665205		-0.25824356		-0.10549736		-0.5202875		0.14805508		0.0048542023		0.46385193		-0.08150959		-0.23555851		-0.3599043		1.0596132		1.1781836		1.2098598		1.1741543		1.1541758		1.2803555		0.92183113		0.92534447		0.95864105		3.00E-38		CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein		AT3G04710.1		35		0		not assigned.no ontology.pentatricopeptide (PPR) repeat-containing protein				 no descriptionweakly similar to ( 155)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (69.3)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR NrfG 				Cluster: Putative ankyrin repeat protein E4_8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative ankyrin repeat protein E4_8 - Oryza sativa (japonica cu		UniRef90_Q5VQM1				CHR01V5|COORD:3677462..3673105|protein ankyrin-like protein, putative		LOC_Os01g07640.1		CUST_97435_PI403524517		-2.2985291		-1.2007109		2.2985291		down

		35_6518		0		-0.89645004		-1.9508926		-0.29311585		-0.5908878		-0.011420727		0.011420727		0.86227965		0.079622984		0.72913		-0.3961451		-1.0501373		0.09545612		-0.85064316		-0.87439823		-0.497391		-0.4541788		-1.4616255		-1.6212517		1.2803433		-0.4332385		1.0366933		-1.0726907		-2.2432318		-1.704212		-0.60423255		0.9668591		0.6245272		0.16223598		2.191447		1.6395257		2.1821558		2.333481		1.4754317		2.1445448		2.3662188		2.0190113				CHR1V7|COORD:29412793..29415077| APUM7 (ARABIDOPSIS PUMILIO 7); RNA binding		AT1G78160.1		35		0		not assigned.no ontology.pumilio/Puf RNA-binding domain-containing protein				 no descriptionmoderately similar to ( 303)AT1G78160| Symbols: APUM7 | APUM7 (ARABIDOPSIS PUMILIO 7); RNA binding | chr1:29412793-29415077 FORWARDnot assigned not assigned COG5099 				Cluster: Pumilio-family RNA binding repeat containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Pumilio-family RNA binding repeat		UniRef90_Q2QQH7				CHR12V5|COORD:18589918..18592583|protein maternal protein pumilio, putative, expressed		LOC_Os12g31000.1		CUST_22441_PI403524517		-4.209628		-2.0736928		4.209628		down

		35_5081		0		-0.40846348		-0.31857586		-0.2310934		-0.51638174		-0.56114435		-0.4824667		-0.29107618		-0.34869814		-0.48601913		0.6535177		0.80011654		0.66645527		0.33996058		0.52321434		0.67044544		1.3152118		1.2883887		1.3041706		-0.35023594		0.011754036		-0.22781229		-0.046791553		-0.24760866		-0.07530308		0.0132107735		0.19897604		0.36428356		0.54262733		0.4480753		0.4655347		0.30049133		0.367733		-0.011753559		-0.07008171		-0.3782792		-0.538352				CHR1V7|COORD:29457716..29462011| transcription factor jumonji (jmjC) domain-containing protein		AT1G78280.1		35		0		not assigned.no ontology.transcription factor jumonji (jmjC) domain-containing protein				 no descriptionmoderately similar to ( 310)AT1G78280| Symbols:  | transcription factor jumonji (jmjC) domain-containing protein | chr1:29457716-29462011 FORWARD				Cluster: Putative phosphatidylserine receptor long form; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylserine receptor long form - Oryza		UniRef90_Q75LR4				CHR03V5|COORD:15592989..15600352|protein transferase, transferring glycosyl groups, putative, expressed		LOC_Os03g27250.1		CUST_17589_PI403524517		-2.3702586		-1.2450445		2.3702586		down

		35_10238		0		0.26403046		-0.22764874		0.280828		0.54748344		-0.022858143		-0.008087158		0.29245853		-0.095178366		0.3708949		2.4524755		2.6561885		2.3970785		2.2909927		2.5393333		1.8263636		2.097447		2.2152739		2.3435035		-0.9235318		-1.7384257		-1.1557279		-0.58487844		-1.7589674		-1.3868299		0.27577162		-0.42760324		-0.24817061		0.07516813		-0.13864613		0.61781883		-0.038436413		-0.18939376		0.008087158		-0.25583076		-0.7408879		-2.0404096				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_35502_PI403524517		-4.461148		-2.157415		4.461148		down

		35_10412		0		-1.4622524		-1.0091116		-2.013548		-2.0273995		-2.3009243		-2.064592		-2.303439		-2.834305		-1.2790978		-1.9877431		0.11567259		-0.5121803		-0.40728426		-0.40865898		-0.012360573		3.4708762		3.3249946		3.4835963		0.5274019		0.32264757		0.5228486		0.4995203		0.6310334		0.1856103		0.26709747		0.37233925		1.3920269		2.889398		4.043573		-0.4091549		-0.2612381		0.012360573		0.0856328		-0.07745218		0.17760754		-0.6767421				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_36112_PI403524517		-6.528911		-2.7068424		6.528911		down

		35_10423		0		-1.6075306		-1.3840122		-1.4335938		-1.582241		-1.1942081		-1.4311342		-0.9778328		-1.1489773		-1.1042328		0.5027914		0.5179224		0.58502007		0.5773802		0.6597729		0.7101059		1.2036266		1.194603		1.2023973		-1.5103073		-0.66802406		-1.124753		-1.1023312		-1.324503		-1.4292755		-0.6983013		-0.5349884		-0.5027914		0.79818153		0.9619322		1.0695906		1.092701		1.0866385		1.1042051		0.877203		0.7315483		0.7887373				CHR2V7|COORD:15631332..15633913| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago		AT2G37210.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 303)AT2G37210| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G53450.1); similar to Conserved hypothetical protein 730 [Medicago truncatula] (GB:ABE89044.1); contains InterPro domain Conserved hypothetical protein 730; (InterPro:IPR005269) | chr2:15631332-15633913 REVERSELysine_decarbox COG1611 				Cluster: Lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lysine decarboxylase-like protein - Oryza sativa (japonica cultivar		UniRef90_Q5ZC82				CHR01V5|COORD:23285996..23281756|protein carboxy-lyase, putative, expressed		LOC_Os01g40630.1		CUST_36153_PI403524517		-4.326026		-2.1130424		4.326026		down

		35_10676		0		-2.285536		-1.8979136		-1.5275235		-1.5804952		-0.7548256		-1.9931529		-1.2396514		-0.49169827		-0.50674796		2.4746962		2.7887115		2.7506518		2.3890357		2.094746		2.442113		0.83697414		1.0014057		0.8845625		-2.253378		-1.646825		-2.1245394		-1.7412331		-2.3169036		-2.2438507		-2.3049867		-0.9254658		-2.302136		2.699759		2.4191885		1.9722743		1.4842234		1.4480205		1.303442		0.84039354		0.49169803		0.87491846				0		0		35.2		0		not assigned.unknown				 no description		2.00E-06		Rep: LOB1 - Triticum aestivum (Wheat)		UniRef90_Q49KJ1				0		0		CUST_37058_PI403524517		-10.033242		-3.326716		10.033242		down

		35_10763		0		-0.34881973		-0.39919662		-0.5058036		-0.98869276		-1.037065		-1.009038		-0.66146755		-0.76648426		-0.9334893		0.12099457		0.13670635		-0.029872894		-0.17940426		-0.20387554		-0.120607376		1.2161703		1.2229729		1.1943483		-0.20189571		0.13198185		-0.08944416		0.17236996		-0.065802574		-0.19515705		0.12334347		0.14025497		0.4720354		0.59702873		0.7815733		0.41056156		0.24007797		0.26206493		0.24762058		0.23316002		-4.01E-04		4.02E-04		3.00E-08		CHR5V7|COORD:912806..914225| GDSL-motif lipase/hydrolase family protein		AT5G03600.1		35.2		0		not assigned.unknown				 no descriptionSGNH_plant_lipase_like 		1.00E-16		Cluster: Os09g0567800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0567800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0IZI6		3.00E-18		CHR09V5|COORD:22674960..22670943|protein carboxylic ester hydrolase/ hydrolase, acting on ester bonds, putative, expressed		LOC_Os09g39430.1		CUST_37363_PI403524517		-2.1613657		-1.1119432		2.1613657		down

		35_11063		0		-1.0861917		0.30209684		-0.49211407		0.103990555		0.8914194		-0.31582212		0.7722869		-0.1372137		-0.22821426		0.24486399		0.21914196		1.4330273		1.6769218		1.5974045		1.5038309		1.2287588		1.2675867		1.2558041		2.0260963		-0.2157464		1.2927799		-2.049356		0.17276001		-1.4272542		-0.24684954		-1.5691819		-1.6741581		1.7572212		-0.10399103		1.0965662		-0.30069447		-0.5199647		-0.39827108		-1.0723596		-1.348485		-0.5498452				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_38442_PI403524517		-2.2652624		-1.1796781		2.2652624		down

		35_1207		0		-0.08563995		-0.48165083		-0.36541128		-0.6303935		-0.38911104		-0.5113125		-0.66238785		-0.39569902		-0.31864357		0.5896797		0.3660431		0.36551905		0.8791151		1.3499899		0.62201977		0.757359		0.6153302		0.8690958		-1.2065082		-0.130054		-0.4942217		0.0019712448		-0.043482304		-0.18893862		-0.06262255		-0.0019717216		0.08850765		0.4015708		1.2252603		1.1435933		0.6569061		0.526248		0.49779224		0.32910395		-0.054175854		-0.23032427				0		0		35.2		0		not assigned.unknown				 no descriptionhighly similar to ( 953)JI60_HORVU60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)RIP 				Rep: 60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)		UniRef90_Q00531		9.00E-43		CHR11V5|COORD:3190193..3191111|protein jasmonate-induced protein, putative		LOC_Os11g06610.1		CUST_4370_PI403524517		-2.20286		-1.1393778		2.20286		down

		35_1208		0		0.26547384		0.122247696		0.15416336		-0.09116602		0.5492797		-0.4591322		0.43310308		0.023085117		0.60501766		0.83340883		0.79125786		0.22379875		0.9417267		1.0226507		0.7974124		1.4867349		1.7559962		1.565803		-1.6360364		-1.9783049		-2.1131926		-1.3790398		-1.8082995		-1.3705654		-0.5029154		-0.83876085		-1.3228583		-0.40051508		-0.050526142		-0.023085117		0.07458687		0.17316914		-0.052005768		-0.18342781		-0.38575077		-0.56570673				0		0		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 243)JI60_HORVU60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)				Rep: 60 kDa jasmonate-induced protein - Hordeum vulgare (Barley)		UniRef90_Q00531		7.00E-32		CHR11V5|COORD:3190193..3191111|protein jasmonate-induced protein, putative		LOC_Os11g06610.1		CUST_4373_PI403524517		-2.4315176		-1.281857		2.4315176		down

		35_12153		0		-0.36604357		-0.69887066		-0.65947676		0.7355442		0.9561796		0.73681164		-0.4072399		-0.38885927		0.85872555		0.25947237		-0.17444992		0.4318695		0.01866579		-0.01866579		0.046993256		-0.86546516		-0.7505884		-0.5824981		-1.6434402		-1.201673		-2.064912		-0.5076752		-0.6384578		0.05796528		-0.8302741		-0.43892717		-0.32255507		0.49732733		0.48871326		0.49910975		1.3699594		1.5370665		1.2352605		1.0463262		1.6702294		1.4008241				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_42281_PI403524517		-3.800226		-1.9260852		3.800226		down

		35_12613		0		-0.29845428		-0.050545216		-0.3070879		-0.87078524		-1.0058012		-0.76729774		-0.4407091		-0.7708225		-0.81915474		0.71677065		0.32387495		0.9298692		0.7772641		0.782578		0.76370907		1.4815555		1.5461226		1.507863		-1.098629		-0.13657618		0.70965385		-0.5870447		-1.0896912		-1.6896281		-0.029971123		-0.06044483		-0.038250446		1.0860782		1.2210326		0.5395508		0.15062666		0.5143733		0.22273874		0.029971123		1.3748636		-0.67661715				0		0		35.2		0		not assigned.unknown				 no description		6.00E-06		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10NZ3		2.00E-07		CHR03V5|COORD:8087434..8085393|protein expressed protein		LOC_Os03g14880.1		CUST_43952_PI403524517		-2.9759758		-1.5733628		2.9759758		down

		35_13102		0		0.3498659		0.6860399		0.43299437		-0.36608648		-0.49894953		-0.4312191		-0.715199		-0.8274746		-0.27397108		1.7077484		1.7697811		1.5116096		1.4580932		1.674139		2.3342867		1.6581244		1.8330445		1.819633		-0.36712694		0.12472916		0.0473938		-0.51491785		-0.584929		-0.54426384		-0.4079814		-0.17520666		-0.7591052		0.9786835		1.3066363		1.5270281		-0.15287876		-0.0473938		1.619123		-0.565557		-1.2920218		-1.5741656				0		0		35.2		0		not assigned.unknown				 no description				0		0		1.00E-04		CHR03V5|COORD:31265875..31262139|protein OsWRKY3 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os03g55080.1		CUST_45723_PI403524517		-3.8224444		-1.9344956		3.8224444		down

		35_13152		0		-0.28647423		-0.17920685		-0.073228836		0.09989452		0.03596878		-0.027067184		-0.1891594		-0.1625824		0.040545464		0.09031868		0.22200012		0.15545273		0.26829052		0.3338604		0.34051323		0.05972767		0.2883072		0.027068138		-1.3258667		-0.9894333		-1.23143		-0.99373436		-1.1265497		-0.9415951		-0.9560261		-0.94119835		-0.9051695		-0.3076582		-0.3349104		-0.052618027		0.29227066		0.3844719		0.46769333		0.42572403		0.26829052		0.37721157				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_45906_PI403524517		-2.3207784		-1.2146088		2.3207784		down

		35_13543		0		-0.12429309		-0.94435334		-0.07348871		-0.01220274		0.2773819		-0.12387538		-0.93322396		-0.82922554		-0.10711026		1.2750883		1.8453245		1.092598		1.1961708		1.5748334		0.9902687		1.1529946		1.028193		1.4707928		-1.3895614		-0.7253194		-1.414999		-0.21466088		-0.20740032		-0.87464		0.47186184		0.7851405		0.64680624		0.0644145		-0.54779553		-0.5883739		0.01220274		-0.235708		-1.3681703		1.6331263		0.29503775		1.8830752		3.00E-05		CHR2V7|COORD:18571231..18574707| structural constituent of nuclear pore		AT2G45000.1		35.2		0		not assigned.unknown				 no description		3.00E-16		Cluster: AAA ATPase containing von Willebrand factor type A (VWA) domain-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: AAA ATPase containing vo		UniRef90_Q6ESZ0		2.00E-17		CHR02V5|COORD:20146585..20148253|protein NF-180, putative, expressed		LOC_Os02g33780.1		CUST_47305_PI403524517		-3.0540833		-1.6107395		3.0540833		down

		35_13749		0		-0.50642776		-0.12408733		-0.32953835		-0.43686008		-0.43873215		-0.3479786		-0.45162773		-0.42872238		-0.6747341		0.37098503		0.5384636		0.28472042		0.48162746		0.37730503		0.48606682		1.120719		1.1387873		1.0271635		-0.30796814		0.07603836		-0.06842804		-0.09704304		-0.18240929		-0.5111618		-0.1844101		-0.3065529		0.099061966		0.6081438		0.53419113		0.6408901		0.068427086		0.10333729		0.17669392		0.14297295		-0.36120987		-0.41974068		1.00E-08		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		35.2		0		not assigned.unknown				 no descriptionnot assigned PSK TT_ORF1 				Cluster: Phytosulfokine-alpha 1 precursor; n=2; Triticum aestivum|Rep: Phytosulfokine-alpha 1 precursor - Triticum aestivum (Wheat)		UniRef90_Q0QD30		6.00E-15		CHR11V5|COORD:2287185..2288453|protein phytosulfokines 2 precursor, putative, expressed		LOC_Os11g05190.1		CUST_48077_PI403524517		-2.088877		-1.0627275		2.088877		down

		35_14511		0		-0.6774454		-0.66751575		-0.77443075		-0.81278944		-0.7337799		-1.2474251		-0.51568365		-1.2999473		-1.3257127		0.6606617		0.8044958		0.052432537		0.9373226		0.8632016		1.4000373		1.3231726		1.2569389		1.4777193		-0.7492852		-0.29977703		-1.0761676		-0.037978172		-0.60923195		-0.58271027		-0.04191351		-0.019891739		-0.106713295		0.019891739		0.48766804		0.060722828		1.0975828		1.2048731		1.2850895		1.1789479		0.844398		0.74611425				0		0		35.2		0		not assigned.unknown				 no description		5.00E-05		Cluster: Nucleotide pyrophosphatase/phosphodiesterase; n=2; Hordeum vulgare|Rep: Nucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare		UniRef90_Q687E1		3.00E-05		CHR08V5|COORD:26306741..26312631|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed		LOC_Os08g41880.1		CUST_50872_PI403524517		-3.6555262		-1.870079		3.6555262		down

		35_15636		0		-1.6565032		-1.0098071		-1.4776559		-2.4230342		-4.2478666		-4.1927958		-3.8946373		-4.840783		-4.8619328		1.5093851		1.4117951		1.2864838		2.1756306		1.8772945		2.2627554		2.0623703		1.946866		1.8643699		-2.996731		-1.7710257		-2.13344		-3.060636		-4.834057		-4.880249		-4.142632		-4.803506		-4.8184505		1.0249791		1.4220414		1.3551931		1.1949782		1.0098076		1.4158349		1.6480126		1.562294		1.5176797				0		0		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (66.6)EA1_MAIZEProtein EGG APPARATUS-1 - Zea mays (Maize)		7.00E-16		Cluster: Hypothetical protein OSJNBb0040H10.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0040H10.32 - Oryza sativa (japonica		UniRef90_Q6Z4F5		3.00E-17		CHR07V5|COORD:24807955..24808673|protein EGG APPARATUS-1 protein, putative, expressed		LOC_Os07g41410.1		CUST_54929_PI403524517		-32.004856		-5.000219		32.004856		down

		35_15673		0		-0.042672157		-0.15834713		0.0058226585		0.26036453		0.16734219		0.2947588		-0.118720055		0.5024481		0.49560738		-1.4791794		-1.4995723		-1.4083018		1.515275		1.6203384		1.896821		0.08043003		0.15647507		-0.0058231354		-1.4841313		-1.7356372		-1.2016711		-0.7906141		-0.92433214		-1.5374851		-0.4674325		-0.64762783		-0.9110255		-1.47051		-0.93090534		0.7807989		0.6320839		0.6769085		0.7631607		1.0998983		0.7470608		0.7445259		3.00E-13		CHR4V7|COORD:6373222..6373473| wound-responsive protein, putative		AT4G10265.1		35.2		0		not assigned.unknown				 no description		9.00E-28		Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)		UniRef90_Q259Z0		1.00E-24		CHR04V5|COORD:32114926..32112429|protein wound induced protein, putative, expressed		LOC_Os04g54300.1		CUST_55063_PI403524517		-2.6682365		-1.4158865		2.6682365		down

		35_1624		0		-0.27839184		-0.25270367		-0.23410988		-0.53252316		-0.33147717		-0.49024105		-0.19480038		-0.37883377		-0.62048817		0.010978699		-0.010977745		0.034600258		0.46690273		0.5880413		0.9429655		1.3058281		1.3217278		1.2390614		-0.3707447		-0.5758209		-0.061240196		-0.20395088		-0.2807474		-0.477911		0.19094086		0.084573746		0.23176193		-0.118668556		0.013791084		-0.056871414		0.09954262		0.24341774		0.21543312		0.38748646		0.14382935		0.046150208				0		0		35.2		0		not assigned.unknown				 no description				0		0		2.00E-05		CHR11V5|COORD:6644455..6645711|protein expressed protein		LOC_Os11g11980.1		CUST_5880_PI403524517		-2.0330322		-1.023633		2.0330322		down

		35_16330		0		-0.17082024		-1.7016034		0.11034155		-0.110342026		1.3112841		0.23492241		0.86419106		-0.14751577		0.72548103		-2.1377864		-2.4810085		-6.6759167		0.17124367		0.772624		1.3333769		0.30098248		0.39015198		0.12911415		-2.2423978		-1.8472757		-3.6760492		-2.9563832		-2.3960896		-1.8975897		-1.3855281		-1.8375745		-2.1640701		-3.4720945		2.180807		-0.77344084		1.8215733		1.9792128		2.027113		1.5981598		1.8008413		1.6906109		5.00E-18		CHR2V7|COORD:9310063..9310299| similar to seed maturation protein PM41, putative [Medicago truncatula] (GB:ABE86900.1)		AT2G21820.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (80.5)AT2G21820| Symbols:  | similar to seed maturation protein PM41, putative [Medicago truncatula] (GB:ABE86900.1) | chr2:9310063-9310299 REVERSE		7.00E-28		Cluster: Hypothetical protein OSJNBb0006H05.31; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0006H05.31 - Oryza sativa (japonica		UniRef90_Q8RZH0		1.00E-28		CHR01V5|COORD:26859415..26858454|protein seed maturation protein PM41, putative, expressed		LOC_Os01g46600.1		CUST_57263_PI403524517		-9.517865		-3.250638		9.517865		down

		35_16352		0		-0.45942354		-0.37851238		-0.6273141		-0.7393923		0.9179802		-0.4745431		-0.76434946		-0.5313325		-0.15708876		-0.0135240555		0.6020441		-0.5619397		-0.4168229		-0.07578087		0.2633257		2.290121		2.436059		2.3992538		0.15745878		0.068543434		0.0135240555		-0.83773136		-0.15688896		-0.9832969		-0.50761557		-0.59612465		-0.19443655		0.44106865		2.2811203		0.26022577		1.3000717		1.9144049		1.2708445		1.9097872		1.462574		1.2954922		2.00E-13		CHR2V7|COORD:13685154..13685631| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32190.1); similar to conserved hypothetical protein [Medicago		AT2G32210.1		35.2		0		not assigned.unknown				 no description		9.00E-20		Cluster: Os08g0205800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os08g0205800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J7B6		4.00E-21		CHR08V5|COORD:6162007..6162950|protein expressed protein		LOC_Os08g10500.2		CUST_57339_PI403524517		-3.2171764		-1.6857951		3.2171764		down

		35_16399		0		0.20924616		0.1638298		0.319448		-0.8208952		-1.0159564		-0.62087107		-1.442635		-0.8459301		-1.2918587		0.79866505		1.0184822		0.80093384		0.73028946		0.8607502		0.5506754		0.58960533		0.80940914		0.81169987		-1.0231752		0.020229816		-0.7139492		-0.87830305		0.6185055		-0.34536457		-1.3917828		-1.638515		-1.5072274		-0.020230293		0.3361349		0.14256573		-0.6837745		-0.4464259		-0.6017566		0.31588125		0.6264906		-0.62531185		2.00E-35		CHR5|COORD:20453724..20454952| expressed protein, similar to unknown protein (pir::T05562) isoform contains a non-consensus AT acceptor splice site at		AT5G50200.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 122)AT5G50200| Symbols: ATNRT3.1, NRT3.1, WR3 | WR3 (WOUND-RESPONSIVE 3); nitrate transporter | chr5:20453838-20454761 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TT_ORF1 PRK07764 PRK12323 PRK07003 Tymo_45kd_70kd Atrophin-1 HPC2 FAP APC_basic Extensin_2 Protamine_P1 PRK08853 PRK12678 				Rep: NAR2.1 - Triticum aestivum (Wheat)		UniRef90_Q5UBW9				CHR04V5|COORD:23800358..23799191|protein component of high affinity nitrate transporter, putative, expressed		LOC_Os04g40410.1		CUST_57514_PI403524517		-2.5819466		-1.3684592		2.5819466		down

		35_16526		0		-0.32852364		-1.0403876		0.061419964		-0.07730627		-0.2572689		0.09141922		0.4186802		0.29787588		0.14716291		-1.483633		-0.72030354		-1.1548448		-1.8047273		-1.8798192		-1.8004789		-1.0016861		-0.7511735		-0.6513052		0.066868305		-0.46005964		-0.31863546		-0.070361614		-0.24991989		-0.05253887		0.20650768		0.06951618		0.23602057		0.602787		1.00807		0.05253887		1.0806222		1.541378		1.1186118		1.587183		1.3779178		1.4212503				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_57972_PI403524517		-2.2213552		-1.1514401		2.2213552		down

		35_1682		0		0.26077938		1.6530337		0.60080767		-0.7894013		0.34553385		-1.7691877		-1.798742		-2.7053697		-1.2095382		1.5446177		2.1085224		1.7300577		2.6938362		3.258716		3.5079918		4.3687773		4.3517895		4.3677197		1.9510255		-0.44984317		2.2023292		-2.7432466		0.40697432		-1.7402191		-2.2247298		-2.327783		-1.9374574		0.72349215		1.6146402		-1.1559436		-0.26077938		-0.9052119		-0.9548118		-1.4344645		-1.6647053		-0.86940145		2.00E-09		CHR1|COORD:180059..182293| similar to heavy-metal-associated domain-containing protein [Arabidopsis thaliana] (TAIR:At5g23760.1); similar to		AT1G01490.2		35.2		0		not assigned.unknown				 no description		6.00E-12		Rep: Hypothetical protein - Solanum tuberosum (Potato)		UniRef90_Q3HVL0		3.00E-13		CHR10V5|COORD:20373841..20372404|protein metal ion binding protein, putative, expressed		LOC_Os10g38870.1		CUST_6089_PI403524517		-13.040267		-3.7049015		13.040267		down

		35_16859		0		-0.30463743		0.16885328		-0.49204636		-0.45746326		-0.37414598		-0.48991632		-0.24433422		-0.14875937		-0.039520264		0.08673525		0.20967197		0.7547703		-0.916523		-0.5613308		-1.3398681		-0.72312164		-0.5425143		-0.57182217		1.954175		-0.031528473		1.7548852		-0.1993022		-0.0031604767		0.0031604767		0.3030815		0.17875242		-0.04991293		4.4630175		3.6430588		3.7315016		4.3653355		4.4284954		4.2832937		4.27124		4.358493		4.3387566				CHR1V7|COORD:23253014..23254731| similar to B0616E02-H0507E05.5 [Oryza sativa (indica cultivar-group)] (GB:CAH67829.1)		AT1G62780.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 207)AT1G62780| Symbols:  | similar to B0616E02-H0507E05.5 [Oryza sativa (indica cultivar-group)] (GB:CAH67829.1) | chr1:23253014-23254731 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 DUF566 PRK07764 				Rep: B0616E02-H0507E05.5 protein - Oryza sativa (Rice)		UniRef90_Q01HW7				CHR04V5|COORD:362959..361308|protein expressed protein		LOC_Os04g01540.1		CUST_59114_PI403524517		-13.687458		-3.7747827		13.687458		down

		35_17041		0		-4.5372553		-4.211846		-4.23224		-5.139978		-5.093921		-4.642863		-3.5907116		-4.5220423		-4.8548684		-3.81524		-3.54206		-3.4859324		-2.1280947		-3.9083538		0.29776192		-3.825077		-3.8470783		-3.8188076		-0.22476578		1.0794497		0.6174545		0.7047987		0.26870632		0.22476578		0.6912632		0.5007763		0.6226244		1.3850336		1.3012505		1.6233549		1.1994972		1.2138643		1.2798615		1.5544147		1.273509		1.340375				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_59767_PI403524517		-2.6702654		-1.4169831		2.6702654		down

		35_17078		0		0.39481688		0.6088977		0.833055		-0.5753989		-0.21843529		-1.2566853		-0.16979885		-0.14182138		-0.39919138		0.93818617		0.34099913		0.3995757		0.066410065		-0.066410065		-0.78374434		-0.5750046		-0.769958		-0.6449199		1.1876683		-0.48958826		1.0675778		-0.7010064		-0.51339865		-1.2676992		-0.4275055		-0.7284484		-1.1709752		1.1396699		1.5489202		1.3078713		0.97454023		1.3779225		0.9790902		1.2811761		0.84176683		0.89301443		5.00E-13		CHR5V7|COORD:1104816..1105187| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD87214.1)		AT5G04080.1		35.2		0		not assigned.unknown				 no description		5.00E-22		Cluster: Hypothetical protein P0466H10.40-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0466H10.40-1 - Oryza sativa (japonica cultiv		UniRef90_Q5JMU3		3.00E-23		CHR01V5|COORD:42056465..42055500|protein expressed protein		LOC_Os01g72009.1		CUST_59902_PI403524517		-2.8039935		-1.487483		2.8039935		down

		35_17167		0		-0.6849055		-0.37675095		-0.5493994		-0.96165323		-1.0451691		-1.2294543		-0.94718933		-0.7662606		-0.27469254		0.32720137		0.07854223		0.046178818		0.13368654		0.14431858		0.016076565		0.4514923		0.5016098		0.54184866		-1.0020792		-0.27841997		-0.7208843		-0.28178406		-0.8911309		-0.92025137		0.2061553		0.34843397		0.0686121		0.48740768		0.4915142		0.4147215		0.34427023		0.3164673		0.37191582		-0.016076565		-0.08658838		-0.8584676				CHR2V7|COORD:15599768..15600805| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40935.1); similar to Uncharacterized Cys-rich domain [Medicago		AT2G37110.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 296)AT2G37110| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G40935.1); similar to Uncharacterized Cys-rich domain [Medicago truncatula] (GB:ABE78316.1); contains InterPro domain Protein of unknown function Cys-rich; (InterPro:IPR006461) | chr2:15599768-15600805 FORWARDnot assigned not assigned not assigned not assigned PLAC8 				Cluster: ESTs AU075439; n=1; Oryza sativa (japonica cultivar-group)|Rep: ESTs AU075439 - Oryza sativa (japonica cultivar-group)		UniRef90_Q9FYQ0				CHR01V5|COORD:3041285..3044021|protein SAT5, putative, expressed		LOC_Os01g06460.1		CUST_60225_PI403524517		-2.0118074		-1.0084922		2.0118074		down

		35_17518		0		-0.6313052		-0.32933998		-0.462749		-0.85927105		-0.47262335		-0.49451733		-0.63367605		-0.42595816		-0.7859087		-0.107135296		-0.050151348		-0.26910067		0.053631783		0.047455788		0.1326437		1.5644217		1.263525		1.5629673		-0.1118927		0.41551304		0.0881691		0.15934849		0.0011463165		-0.13058233		0.0013713837		0.08193588		0.27304077		0.34094334		0.8000488		-0.06404686		0.122341156		0.14204216		0.11554623		-0.0011463165		-0.33628988		-0.16322184		2.00E-10		CHR4V7|COORD:11691393..11694246| WRKY31 (WRKY DNA-binding protein 31); transcription factor		AT4G22070.1		35.2		0		not assigned.unknown				 no description		2.00E-34		Cluster: WRKY transcription factor 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor 1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6IET0		1.00E-29		CHR01V5|COORD:8081174..8083846|protein OsWRKY1v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os01g14440.1		CUST_61388_PI403524517		-2.0457404		-1.032623		2.0457404		down

		35_17633		0		0.47123337		-0.057864666		-1.1212058		-0.05616045		0.26052427		0.3749962		-0.54262733		-1.2490392		0.06397772		0.47937822		0.12921906		-0.48999548		0.15579224		0.3980651		0.49221468		-0.12742567		-0.013114452		-0.16850281		-0.14518404		-0.31600237		-0.44238758		-0.65533876		-0.70618486		-0.5321102		-0.6241832		-0.77807856		-0.7028179		0.5293536		0.39879513		0.7171202		0.46952295		0.73864365		0.0131139755		0.4074936		0.80261135		0.62957287		2.00E-31		CHR3V7|COORD:7913188..7918886| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-gr		AT3G22380.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (99.0)AT3G22380| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G63180.1); similar to Os07g0571100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001060049.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAC84664.1) | chr3:7913188-7918886 FORWARDPRK07003 				Cluster: Os07g0571100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0571100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D5B0				CHR07V5|COORD:23054053..23047743|protein expressed protein		LOC_Os07g38360.4		CUST_61797_PI403524517		-2.0959623		-1.0676128		2.0959623		down

		35_18139		0		-1.253159		-1.3391614		-1.4234629		0.07941675		-0.32903957		-0.2275219		0.40019703		0.4457531		0.27453423		0.05286312		-0.31523895		-0.69357395		-0.24333906		-0.6726613		-0.65019274		-0.32222414		-0.35588074		-0.4093399		-1.251102		-0.6377101		-1.5075288		0.4188962		-0.05286312		-0.24122429		0.6378031		0.9288287		0.59244156		0.11617899		0.7358966		0.30089474		1.1179166		1.328721		1.1179166		1.5099802		1.3019333		1.2593193		7.00E-19		CHR4V7|COORD:9142677..9144370| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative,		AT4G16146.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (77.8)AT4G16146| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69510.2); similar to negatively light-regulated protein, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA97694.2); contains InterPro domain Lg106-like; (InterPro:IPR012482) | chr4:9142677-9144370 REVERSELg106 		2.00E-30		Cluster: Negatively light-regulated protein, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Negatively light-regulated protein, putative,		UniRef90_Q10ML2		1.00E-31		CHR03V5|COORD:10785605..10782926|protein expressed protein		LOC_Os03g19220.2		CUST_63538_PI403524517		-2.1437476		-1.1001351		2.1437476		down

		35_18349		0		-0.8543396		-0.4632311		-0.6507292		-0.2873354		0.24205208		-0.37901115		0.09753609		0.020339966		-0.020339012		-0.21591473		-0.23240852		-0.6507292		-0.5798168		-0.19853306		-0.24264812		1.474062		1.4173746		1.4572735		1.5904732		-0.32962227		1.4579344		-0.81866837		0.38679028		-0.6085768		-0.12948799		-0.32161427		-0.19356155		1.0390787		2.1785326		0.038763046		1.393074		1.7938557		1.506794		1.8972397		1.6508865		1.7952347		1.00E-05		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned PRK12323 		2.00E-17		Cluster: Hypothetical protein OSJNBa0001O14.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.8 - Oryza sativa (japonica cu		UniRef90_Q9AV28		1.00E-18		CHR10V5|COORD:21031372..21030333|protein expressed protein		LOC_Os10g39920.1		CUST_64270_PI403524517		-2.5707676		-1.3621992		2.5707676		down

		35_18350		0		-0.8451052		-0.22101021		-0.38726807		-0.1455183		0.29709625		-0.25887012		0.17615223		0.16952896		-0.04820347		-0.058031082		-0.06879234		-0.45827103		-0.44477463		-0.13409996		-0.1367054		1.6284294		1.6339312		1.6317263		1.670021		-0.18095493		1.647151		-0.5951643		0.46754837		-0.66302204		-0.11404228		-0.24738312		-0.077246666		1.1900196		2.2540998		0.04820347		1.4051542		1.8596363		1.5135889		1.9647284		1.4828196		1.6287565		4.00E-06		CHR2V7|COORD:16735456..16738238| similar to proline-rich family protein [Arabidopsis thaliana] (TAIR:AT3G09000.1); similar to Os01g0141900 [Oryza		AT2G40070.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 		4.00E-15		Cluster: Hypothetical protein OSJNBa0001O14.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0001O14.8 - Oryza sativa (japonica cu		UniRef90_Q9AV28		2.00E-16		CHR10V5|COORD:21031372..21030333|protein expressed protein		LOC_Os10g39920.1		CUST_64274_PI403524517		-2.4134922		-1.2711222		2.4134922		down

		35_1858		0		-0.3894868		-0.28221655		-0.26447105		-0.06250572		-0.003941059		0.17177868		-0.27241945		-0.17377186		0.26025438		0.003941059		0.058033466		0.17268515		0.16245604		0.36917877		0.49556637		-0.44300985		-0.12225056		-0.2175231		-0.82519007		-0.34633207		-0.5830364		-0.24711084		-0.56633425		-0.18734837		-0.21837902		-0.062036037		0.1622014		1.3910818		1.3628974		1.6893649		1.88871		1.8497791		1.6320462		1.2998753		1.7131147		1.6377225		5.00E-08		CHR1V7|COORD:7453681..7454976| ATEXT3 (EXTENSIN 3); structural constituent of cell wall		AT1G21310.1		35.2		0		not assigned.unknown				 no description		5.00E-09		Cluster: Os01g0909300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0909300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JGR5				0		0		CUST_6692_PI403524517		-3.8012185		-1.9264619		3.8012185		down

		35_18648		0		0.2912922		0.4422927		-0.16102242		0.051027536		-0.082490444		0.20152259		-0.74182224		-0.50007915		0.18738437		0.48980045		-0.2969401		0.72932196		0.2610824		-0.0479517		-0.42598844		-0.37434578		-0.14884019		-0.2961254		-0.4406984		0.030505657		-0.40642977		-0.34469175		-1.1633978		-0.8880682		-0.2086215		-0.59209824		-0.030505419		3.6645956		4.293062		4.479793		4.9667487		5.0670037		4.8922477		4.991568		5.0279355		4.834638				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_65306_PI403524517		-35.26531		-5.1401777		35.26531		down

		35_18793		0		-1.1362495		-0.5661721		-0.40167284		-0.51603794		-0.623014		-0.5549936		-0.69257975		-0.5335889		-0.43692207		0.5180521		1.2921743		2.372634		0.7363987		0.34882927		0.20240402		1.834301		1.7884321		1.7748966		3.8486023		-0.3567543		4.0128775		-0.31963396		1.2332335		-0.1113019		0.5986576		0.111302376		2.0142078		0.95017624		0.53875256		0.6109457		-0.17437935		-0.417665		-0.21681309		-0.6136279		-1.110899		-0.92520094		1.00E-08		CHR3V7|COORD:8960418..8963310| ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE 1); ATP binding / protein kinase		AT3G24550.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned TT_ORF1 Tymo_45kd_70kd PRK12323 PRK12678 		4.00E-43		Rep: Os04g0619800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JA21		2.00E-44		CHR04V5|COORD:31273689..31275106|protein expressed protein		LOC_Os04g52880.1		CUST_65797_PI403524517		-3.5170662		-1.8143725		3.5170662		down

		35_18888		0		-1.1660175		-0.31991482		-0.53410506		-1.7284312		-1.0049341		-1.7615604		-1.6488075		-1.3347101		-1.0345225		0.2573099		0.45682716		0.002720356		0.07928133		0.12017298		-0.41000032		-1.2266209		-1.7229724		-0.5658736		-0.0909915		0.109054565		0.44591427		-0.56374073		-1.0200574		-0.7998183		0.023789883		-0.0027198792		0.35374546		0.016513824		0.718904		1.2238288		0.7190881		1.5811672		0.7567382		1.1348734		1.1185699		0.8895688		1.00E-13		CHR3V7|COORD:5676910..5677794| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G16670.1); similar to phylloplanin [Nicotiana tabacum]		AT3G16660.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (71.6)AT3G16660| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G16670.1); similar to phylloplanin [Nicotiana tabacum] (GB:ABE03627.1) | chr3:5676910-5677794 FORWARDvery weakly similar to (60.1)PHYLL_TOBACPhylloplanin precursor - Nicotiana tabacum (Common tobacco)				Cluster: Hypothetical protein P0618H09.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0618H09.12 - Oryza sativa (japonica cultivar-g		UniRef90_Q6ZDW8				CHR07V5|COORD:28530232..28531015|protein expressed protein		LOC_Os07g47750.1		CUST_66134_PI403524517		-2.111445		-1.0782306		2.111445		down

		35_19217		0		-0.0465765		-0.25622463		0.22631168		-0.512125		0.66291714		-0.3496809		0.2907753		-0.090444565		0.046577454		0.7387705		0.31066036		-0.4073925		-0.4345007		-0.15712833		-0.15293026		0.5987339		0.33805752		0.40082264		-1.6373997		-1.0378041		-0.8972311		-1.0348477		-0.5069475		-1.4879794		-0.9458933		-1.295054		-1.4139795		0.11588955		4.452009		3.4351254		3.0694113		4.742157		3.1820917		3.8492126		3.5341692		3.5517435		9.00E-09		CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein		AT2G29210.1		35.2		0		not assigned.unknown				 no description		4.00E-07		Rep: At2g29210/F16P2.41 - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_Q8L7W3		6.00E-08		CHR12V5|COORD:24838217..24838786|protein expressed protein		LOC_Os12g40180.1		CUST_67298_PI403524517		-22.09179		-4.4654384		22.09179		down

		35_19302		0		-0.9360466		-0.80500317		-0.47172642		-1.3725176		-0.71869755		-1.3618631		-1.3376932		-1.3289013		-1.0892963		-0.38284492		0.13265419		-0.5858116		-0.16806602		-0.13265324		0.30570507		1.9747334		1.9360008		1.9247255		0.32499504		0.5855551		0.8017931		-0.23418999		0.26785755		-0.5424576		-0.31185055		-0.5022049		-0.22583485		1.1194801		1.5324526		0.52752495		0.47759056		0.7994089		0.56089306		0.7735615		0.3678608		0.4013071		1.00E-29		CHR5V7|COORD:290031..291106| Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana]		AT5G01750.2		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 125)AT5G01750| Symbols:  | Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11740.1); similar to Protein of unknown function DUF567 [Medicago truncatula] (GB:ABE88873.1); contains InterPro domain Protein of unknown function DUF567; (InterPro:IPR007612) | chr5:290031-291106 FORWARDnot assigned DUF567 PRK12323 				Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10BI2				CHR03V5|COORD:34185146..34184019|protein expressed protein		LOC_Os03g60220.1		CUST_67571_PI403524517		-3.0375535		-1.6029098		3.0375535		down

		35_19303		0		-0.9205265		-0.6942148		-0.5084343		-1.0455914		-0.46689034		-1.0982199		-1.2653847		-1.1756802		-0.99341106		-0.33502007		0.0932045		-0.5733032		-0.17410183		-0.0932045		0.2975006		1.8463497		1.8980541		1.7300911		0.14517975		0.38139534		0.64110947		-0.1479578		0.37517738		-0.3401842		-0.2919407		-0.54783726		-0.24346161		1.0829401		1.4481602		0.49315166		0.30391407		0.7864113		0.5020199		0.66978836		0.25617218		0.31266785		2.00E-30		CHR5V7|COORD:290031..291106| Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana]		AT5G01750.2		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 130)AT5G01750| Symbols:  | Identical to Protein At5g01750 [Arabidopsis Thaliana] (GB:Q9LZX1;GB:Q8LEK9); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G11740.1); similar to Protein of unknown function DUF567 [Medicago truncatula] (GB:ABE88873.1); contains InterPro domain Protein of unknown function DUF567; (InterPro:IPR007612) | chr5:290031-291106 FORWARDnot assigned not assigned not assigned DUF567 				Cluster: Hypothetical protein OSJNBa0094J08.22; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0094J08.22 - Oryza sativa (japonica		UniRef90_Q84TW5				CHR03V5|COORD:34185146..34184019|protein expressed protein		LOC_Os03g60220.1		CUST_67575_PI403524517		-2.6919625		-1.4286582		2.6919625		down

		35_19741		0		-0.4761026		-0.7660084		1.3098416		-0.7164836		0.67330456		-0.019331455		1.3646984		-0.01436615		0.43349743		1.604806		-0.4485402		-0.5148382		-0.022681713		-0.41369343		-0.8151214		0.82684517		0.6275611		1.0290437		2.054216		-0.90567756		-2.3301241		-0.04874897		-0.7591393		-0.7366538		-0.14844656		0.01436615		-0.47392964		-0.08079815		3.886777		1.000112		2.934206		3.050686		2.6056309		2.6511188		2.805324		2.8906107				0		0		35.2		0		not assigned.unknown				 no description		3.00E-07		Cluster: Hypothetical protein 134P10.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein 134P10.8 - Oryza sativa (japonica cultivar-group)		UniRef90_Q84ZY6		1.00E-09		CHR06V5|COORD:1779473..1780051|protein expressed protein		LOC_Os06g04220.1		CUST_68996_PI403524517		-6.899171		-2.786423		6.899171		down

		35_19790		0		-0.2199477		-0.7028955		0.7015753		-0.84737587		-0.17910433		0.44334745		0.7174461		0.2931471		1.0229664		-0.11898553		-0.81428933		-0.9712657		-0.733894		-0.6963968		-0.66226757		-0.06427288		-0.8782568		-0.4490552		-0.4906597		-0.4461956		-0.6946614		-0.812271		0.0526042		-0.0526042		4.1191664		1.4486256		0.6113074		0.9563079		4.706847		2.5666234		4.233781		4.3221693		3.8639734		4.7367563		4.392124		4.1142836		2.00E-13		CHR5V7|COORD:22913073..22913728| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica		AT5G56550.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (55.8)AT5G56550| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G26288.1); similar to Os02g0684400 [Oryza sativa (japonica cultivar-group)] (GB:NP_001047761.1); similar to Os02g0227100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001046350.1); similar to MTD1 [Medicago truncatula] (GB:ABE81740.1) | chr5:22913073-22913728 REVERSE				Cluster: Hypothetical protein P0620H05.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0620H05.6 - Oryza sativa (japonica cultivar-gro		UniRef90_Q6H5Z0				CHR02V5|COORD:7133441..7131666|protein expressed protein		LOC_Os02g13370.1		CUST_69169_PI403524517		-10.202421		-3.3508396		10.202421		down

		35_20041		0		-3.6832812		0.45332193		0.4144454		-3.7142596		-3.655921		-3.693778		-0.25997448		-2.3913884		0.1054554		-0.44342995		-0.1054554		-1.3180201		1.6976047		-2.6704097		4.418402		0.21161366		-0.73387575		-0.16077566		-3.6965766		0.4434619		-0.9741118		-0.10805273		-2.530167		-3.7960985		0.38413906		-0.5459237		0.26615572		5.705519		5.9618573		6.0731406		6.770345		6.828522		6.760513		6.8725944		6.8803563		6.8573327				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_70015_PI403524517		-207.41444		-7.6963725		207.41444		down

		35_20042		0		-0.45655656		-0.90222335		-2.2033777		0.03884244		-0.5161624		-0.7927947		0.6472409		0.2345264		-0.097572565		-1.3178926		-0.03884244		-0.5693052		2.909654		-1.6352652		5.554656		-2.2154653		-0.2928071		-0.85475445		-0.4079759		-1.8185087		-0.9797566		-0.8219383		0.052286148		-0.8905864		1.1060455		0.75291705		0.36881423		7.3028917		7.645194		7.6554556		8.240138		8.2796		8.190366		8.244914		8.267442		8.231606				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_70018_PI403524517		-315.08344		-8.29959		315.08344		down

		35_20043		0		-1.7623351		-0.43961453		-2.1162667		-0.23322034		-0.2567451		-1.3832695		0.67074203		0.016943455		0.55999136		-2.1345482		-0.41047287		-0.65868545		2.6075134		-2.2103934		5.1714387		-2.1101046		-0.8871672		-2.2605329		-0.016943693		-1.2695553		-0.7084007		0.1430564		-0.0617795		-0.3261099		0.6011319		1.1226563		0.7373872		7.0830655		7.4823127		7.4167285		7.8783364		8.00741		7.859019		7.8686633		7.8939614		7.8803296				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_70021_PI403524517		-205.52266		-7.6831536		205.52266		down

		35_20317		0		-0.03245163		-0.04549551		-0.14925861		0.050022125		0.032389164		-0.113465786		-0.30015564		-0.14720058		0.3082366		0.05329609		-0.26389122		-0.3348384		0.31273127		0.3530178		0.27253675		-0.032123566		-0.095846176		-0.08992624		-0.9201689		-0.73356104		-0.9416256		-0.28129578		-0.5729799		-0.39117622		0.032124043		0.105875015		-0.20612478		0.31519032		0.44842052		0.66137743		0.92439556		1.0749521		1.1178036		1.050303		1.2029991		1.1705093				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_70912_PI403524517		-2.4956775		-1.3194315		2.4956775		down

		35_20517		0		-1.039134		-0.41383743		-0.4621539		-1.7226572		-1.0902209		-1.4028764		-1.152255		-1.421319		-1.3131056		1.3903532		1.5426769		1.3356352		0.84852695		0.65180874		1.075758		0.4543891		0.31023312		0.55655813		-0.88456917		-0.33554316		-0.31023264		-1.0822105		-1.7923493		-1.3798933		-0.7974205		-0.7826958		-0.90954304		1.7593298		1.7508507		1.7892656		1.1670084		1.0127764		1.2542534		0.6955261		0.6208668		0.763052				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_71583_PI403524517		-4.056931		-2.0203888		4.056931		down

		35_21064		0		-0.9725132		0.014262199		-0.3758893		-2.804647		-0.41566992		-0.47959423		-1.0467813		-1.45542		-0.9483378		0.92636156		0.3146596		0.7618699		0.6563988		0.39107275		0.76066065		0.9723382		0.90899134		0.6605196		-0.45007133		0.22942924		-0.19354105		-1.0901039		-0.014262199		-0.3014164		0.018842697		-0.43579435		0.057557583		-0.08944082		0.8131566		0.39962864		0.6125274		0.4508829		0.5680704		-0.38277388		-0.113780975		-0.35524845		1.00E-33		CHR1V7|COORD:27289966..27292001| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01070.1); similar to Os11g0546100 [Oryza sativa (japonica		AT1G72480.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 117)AT1G72480| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G01070.1); similar to Os11g0546100 [Oryza sativa (japonica cultivar-group)] (GB:NP_001068063.1); similar to Os09g0439700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001063277.1); similar to Lung seven transmembrane receptor family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABF95807.1); contains InterPro domain Lung seven transmembrane receptor; (InterPro:IPR009637) | chr1:27289966-27292001 REVERSEnot assigned not assigned not assigned Lung_7-TM_R 				Cluster: Putative membrane protein PTM1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative membrane protein PTM1 - Oryza sativa (japonica cultivar-group		UniRef90_Q8H399				CHR07V5|COORD:25318760..25321486|protein TMEM87A protein, putative, expressed		LOC_Os07g42310.1		CUST_73459_PI403524517		-3.1353076		-1.648607		3.1353076		down

		35_21218		0		-0.07332039		-0.3152218		-0.2569723		-1.133112		-1.0587521		-0.8870411		-1.6992912		-1.3073282		-1.4844246		0.5781994		0.3859272		0.14621162		0.32434082		0.245368		0.36784172		0.13299179		0.2438631		0.16668892		-0.8661766		-0.34620953		-0.4873867		-0.8500166		-1.0382719		-1.3615971		-1.3310833		-1.5732698		-1.8331976		0.33731747		0.36708546		0.24506664		0.13104057		0.27235317		0.32813644		0.13859272		0.10560417		0.07332039		2.00E-28		CHR5V7|COORD:6814095..6815173| similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)]		AT5G20190.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 113)AT5G20190| Symbols:  | similar to binding [Arabidopsis thaliana] (TAIR:AT1G80130.1); similar to Os06g0606700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001058025.1); similar to Tetratricopeptide-like helical [Medicago truncatula] (GB:ABE92034.1); contains InterPro domain Tetratricopeptide region; (InterPro:IPR013026) | chr5:6814095-6815173 FORWARDnot assigned 				Rep: OSIGBa0157K09-H0214G12.11 protein - Oryza sativa (Rice)		UniRef90_Q01HE6				CHR04V5|COORD:25331507..25329282|protein TPR domain protein, putative, expressed		LOC_Os04g43160.1		CUST_73981_PI403524517		-2.2986171		-1.2007662		2.2986171		down

		35_21400		0		-0.42735434		0.30362988		0.29372644		0.24978542		0.34133053		0.4994874		-0.04127741		0.35597992		0.62092924		0.41866732		0.30311775		0.42153978		0.46969843		0.47602224		0.21294737		0.66186714		0.5596461		0.6252279		-4.1983614		-2.035181		-3.2494712		-3.192395		-3.1999812		-2.5053372		-2.1750288		0.04127741		-2.4191554		-0.8720741		-1.536149		-0.6599498		-0.48797798		0.139997		-1.0988479		-1.237813		-0.7138815		-1.0453982				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_74630_PI403524517		-3.2795646		-1.7135043		3.2795646		down

		35_21472		0		0.09111643		-0.42786837		-0.040925026		-0.7161536		0.17792463		-0.7556834		-0.6391392		-0.63896227		0.040925503		0.55579185		0.55601406		0.4365325		0.5864372		0.34956264		0.7760668		-0.21430492		-0.3183055		-0.13147688		-1.1312537		-1.2195487		-1.4929447		-1.1568184		-1.3081427		-1.0055633		-0.9033723		-1.3896098		-1.4557123		0.32944393		0.97233105		1.37532		1.5001674		2.5969095		1.6553469		1.9955616		2.165841		2.2102003		3.00E-18		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (73.6)AT4G20300| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55340.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:BAD73751.1); similar to Os01g0680700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001043875.1); contains InterPro domain Protein of unknown function DUF1639; (InterPro:IPR012438) | chr4:10955823-10958875 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 DUF1639 PRK07764 PRK07003 TT_ORF1 PRK05648 Protamine_P1 Drf_FH1 DUF1777 infB PRK12678 		6.00E-18		Cluster: Os05g0556600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0556600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DG28		3.00E-19		CHR05V5|COORD:27590665..27596587|protein expressed protein		LOC_Os05g48280.1		CUST_74896_PI403524517		-7.329869		-2.8737874		7.329869		down

		35_21480		0		-0.28650284		-0.2127757		-0.044667244		-0.58405733		-0.9016824		-0.83814764		-0.57927084		-0.6151705		-0.57823753		0.8039808		0.5954671		1.1432371		0.49840546		0.17822981		0.3459258		0.6321206		0.5959449		0.40883636		1.8831449		0.42647266		1.9318814		-0.36246157		-0.3308978		-1.1290717		-0.034478188		-0.22405338		-0.27768183		1.3861952		0.9278989		0.78562355		0.15080118		0.018829823		0.3449335		-0.018829823		-0.5909934		-1.0626688		1.00E-10		CHR1V7|COORD:11399903..11405702| actin binding		AT1G31810.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 TT_ORF1 Drf_FH1 Atrophin-1 FAP Rubella_Capsid 		2.00E-20		Cluster: Hypothetical protein P0686C03.141; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0686C03.141 - Oryza sativa (japonica cultivar		UniRef90_Q7EZ85		6.00E-24		CHR09V5|COORD:19320884..19322717|protein hypothetical protein		LOC_Os09g32350.1		CUST_74922_PI403524517		-2.1341016		-1.0936289		2.1341016		down

		35_21559		0		-1.5212574		-0.83952284		-2.279585		-0.49550605		-0.72883534		-1.1907213		0.124355316		-0.1849966		-0.9386544		-0.31577587		-0.012746811		1.0520439		-0.44633055		-0.4013157		-1.0250621		-0.18002033		0.4576006		0.027955532		-0.44084358		-2.1193924		-0.34098244		0.3530321		0.46370268		-0.16920662		0.10651302		0.012746334		0.44253778		0.7511172		0.9506302		0.58538437		1.2062659		0.43292904		1.111938		1.831984		1.2696857		0.96962833				0		0		35.2		0		not assigned.unknown				 no description				0		0		2.00E-05		CHR10V5|COORD:16907347..16907616|protein hypothetical protein		LOC_Os10g32930.1		CUST_75220_PI403524517		-2.2976544		-1.2001618		2.2976544		down

		35_21598		0		0.14640522		0.24747372		0.2510147		-1.636786		-0.65102434		-1.569067		-1.4994736		-1.7503529		-1.6953678		1.5411482		1.5880194		0.88557816		-0.37388992		-0.6285696		-0.42897463		0.031097412		-0.34390974		-0.22759342		-0.031096458		0.90938187		0.08511543		-0.3041134		-0.62049055		-0.6815915		-0.93850327		-1.5825334		-1.4107957		1.9107122		2.918373		1.1150026		1.1093369		1.5877161		0.9864321		1.3056278		0.66116047		0.8493023		9.00E-05		CHR3V7|COORD:7795290..7796294| CWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); lipid binding		AT3G22120.1		35.2		0		not assigned.unknown				 no description		6.00E-26		Cluster: Hypothetical protein B1099D03.35; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1099D03.35 - Oryza sativa (japonica cultivar-g		UniRef90_Q5N819		3.00E-16		CHR01V5|COORD:38972557..38969293|protein hypothetical protein		LOC_Os01g66544.1		CUST_75349_PI403524517		-3.7087195		-1.8909211		3.7087195		down

		35_22326		0		-0.014647484		-0.40380573		-0.44087696		-0.8436308		-0.47920322		-0.34768867		-0.5357952		-0.5548954		-0.71364117		0.08228016		0.30849934		-0.32018375		-0.17902946		0.069304466		0.48861217		1.4534369		1.4637032		1.3846531		-0.11831379		0.014647484		0.04115486		-0.45511818		-0.085502625		-0.55413437		-0.41025257		-0.46021938		-0.4570961		0.628602		0.79794884		0.09183407		0.5320873		0.4265766		0.22688198		0.34408188		0.20744896		0.29571438		5.00E-06		CHR2V7|COORD:8012367..8014849| protein kinase family protein		AT2G18470.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 		4.00E-14		Cluster: Hypothetical protein P0455H03.46; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0455H03.46 - Oryza sativa (japonica cultivar-g		UniRef90_Q942H1		2.00E-15		CHR01V5|COORD:18238996..18238369|protein expressed protein		LOC_Os01g32670.1		CUST_77876_PI403524517		-2.0132072		-1.0094956		2.0132072		down

		35_22349		0		0.516397		0.6069007		0.2881775		-0.40460825		-0.057534695		-0.06369448		-1.0515108		-0.2071991		-0.10224724		1.0037832		1.5218635		0.95678854		0.6519413		0.9719634		1.0269213		1.3211884		1.2108216		1.2405939		-0.4132023		0.5844259		0.057534218		-0.6179414		0.2169962		-0.09145975		-0.98688984		-0.8361664		-0.87931585		0.42700624		0.5768986		0.81938267		-0.9955907		-0.9586477		-0.5721631		-1.0426121		-1.0075469		-1.4847798		5.00E-06		CHR2V7|COORD:18439977..18443704| RNA recognition motif (RRM)-containing protein		AT2G44710.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned PRK12323 PRK07003 PRK07764 		2.00E-25		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q2QMR0		1.00E-26		CHR12V5|COORD:24940864..24941599|protein expressed protein		LOC_Os12g40330.1		CUST_77960_PI403524517		-2.2244751		-1.1534649		2.2244751		down

		35_22374		0		-0.03164482		-0.049267292		0.0029625893		-0.16804647		-0.18675041		-0.19779825		-0.31828213		-0.60770464		-0.19755173		0.531868		0.5208554		0.5858078		0.53139305		0.51866484		0.61293364		1.3997836		1.3619437		1.2491865		-0.7033968		-0.339509		-0.3803239		-0.0029625893		-0.35040474		-0.7320361		-0.07262039		-0.030898094		0.18583012		0.57177925		0.43049717		0.44709682		0.13298464		0.37469625		0.18009233		0.35826635		-0.17051983		-0.08810043		3.00E-08		CHR3V7|COORD:11031580..11031840| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE82474.1)		AT3G29034.1		35.2		0		not assigned.unknown				 no description		2.00E-06		Rep: Hypothetical protein - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_Q8GX70				0		0		CUST_78046_PI403524517		-2.0102725		-1.0073911		2.0102725		down

		35_22398		0		0.0031805038		0.30026245		0.2730322		-0.36354256		-0.25341463		-0.40899658		-0.3384428		-0.39810848		-0.6201725		1.0221367		1.0175552		0.78057575		-0.0031805038		-0.30753326		-0.15876389		-0.29773378		-0.24131489		-0.22233772		0.2404995		0.56266975		0.43199348		-0.352324		-0.25458145		-0.4765463		-0.519959		-0.6277132		-0.6796217		0.9502306		0.98965454		0.8179312		0.8468733		1.0144358		0.8176956		0.8820963		0.6038017		0.64882755				CHR5V7|COORD:2029954..2033621| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27690.1); similar to Lipase, putative, expressed [Oryza sativa		AT5G06610.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 235)AT5G06610| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27690.1); similar to Lipase, putative, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA99131.1); contains InterPro domain Protein of unknown function DUF620; (InterPro:IPR006873) | chr5:2029954-2033621 FORWARDnot assigned not assigned not assigned not assigned not assigned DUF620 TT_ORF1 PRK12678 PRK12323 				Cluster: Os03g0167400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os03g0167400 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DUU3				CHR03V5|COORD:3616741..3621573|protein expressed protein		LOC_Os03g07120.1		CUST_78134_PI403524517		-2.0384307		-1.0274589		2.0384307		down

		35_22459		0		0.9482932		0.29348564		0.51417255		-0.68779993		-0.6741283		-0.69726086		-0.30152273		-0.358495		-0.060794353		0.26418257		0.56801414		0.79462624		-0.80458474		-0.18463469		-0.37920022		-0.26448488		0.34253597		0.14775181		-0.14710188		-0.15484571		-0.060341835		-1.0273323		-1.1043451		-0.88571477		0.47765398		-0.22154093		-0.42271066		0.06034136		2.7965174		1.1521602		1.2523651		2.2859697		1.5916972		2.245082		1.7073793		2.0294123				0		0		35.2		0		not assigned.unknown				 no description		2.00E-17		Rep: OSJNBa0065H10.6 protein - Oryza sativa (Rice)		UniRef90_Q5CAG1		8.00E-19		CHR04V5|COORD:27204350..27207137|protein nudix hydrolase 8, putative, expressed		LOC_Os04g46280.2		CUST_78339_PI403524517		-4.2109156		-2.0741339		4.2109156		down

		35_22667		0		-1.703795		-1.3110342		-1.3724246		-1.7973089		-1.4222822		-2.0687103		-1.4201083		-1.3468876		-1.1888366		-1.3095665		-1.0188899		-0.91519356		-0.62047434		-0.6620164		0.29526472		0.23302841		0.43271875		0.41786337		0.22568083		0.28172064		-0.22568035		0.6617689		0.2965603		0.7257662		1.319128		1.1668091		0.93747425		-1.1344857		-0.95714283		-0.6770625		0.90853786		0.6064863		0.8308716		0.99422264		0.7287693		0.63579273				0		0		35.2		0		not assigned.unknown				 no description		3.00E-09		Cluster: Hypothetical protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10N23		1.00E-10		CHR03V5|COORD:9807199..9807949|protein hypothetical protein		LOC_Os03g17670.1		CUST_79023_PI403524517		-2.2421806		-1.1649024		2.2421806		down

		35_22913		0		-0.4777336		-0.25403833		-0.10319185		0.10319185		1.1976652		-1.3167853		1.2064748		-0.31575203		1.1006346		0.9789562		-0.2667861		1.3022165		-0.8787441		-0.97703934		-0.9083171		-1.1600504		-1.1118469		-1.0560699		0.13466787		-1.9344463		-1.8990784		-0.45098686		-0.53957033		0.176373		1.7520056		-1.0615053		-1.6388502		0.9054022		1.4388218		0.7704091		2.211728		1.853569		2.1355972		1.4671965		1.6263714		1.6639137		7.00E-08		CHR1V7|COORD:6978101..6985306| family II extracellular lipase, putative		AT1G20130.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned 		1.00E-08		Rep: Minus agglutinin - Chlamydomonas incerta		UniRef90_Q5I2R0		5.00E-07		CHR03V5|COORD:3862749..3862120|protein sulfated surface glycoprotein 185 precursor, putative		LOC_Os03g07640.1		CUST_79898_PI403524517		-4.501759		-2.1704888		4.501759		down

		35_22937		0		0.076473236		0.048991203		-0.041591644		-0.0786047		0.020667076		0.1613512		0.20003414		0.2521038		0.194026		-0.34051704		-0.1813364		-0.21642494		0.047902107		0.1456852		-0.012360573		0.2584257		0.28491116		0.23171806		-11.543062		-11.720307		-11.6431875		-11.138336		-11.693504		-11.581324		-10.08569		-11.679273		-11.627905		-0.10222149		-0.12049866		0.037921906		0.0123615265		0.20429611		-0.025281906		0.4168415		0.6349478		0.49243832				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_79984_PI403524517		-3071.7002		-11.584822		3071.7002		down

		35_22957		0		-0.58315754		-0.52149963		-0.3918085		-1.936204		-1.789134		-1.8893604		-2.1932073		-2.1390352		-2.355578		1.1577349		1.156765		1.3370371		0.48072147		0.25928402		0.60293674		0.3057146		0.10724354		0.2038269		-1.0183372		-0.107242584		-0.60874367		-1.6787319		-1.9438667		-2.0805373		-1.706914		-2.0021539		-2.215639		1.2540846		0.964097		0.76381016		0.24011421		0.3655796		0.38478756		0.3619671		0.30222416		0.3032503		9.00E-09		CHR3V7|COORD:21489288..21494200| DNAJ heat shock N-terminal domain-containing protein		AT3G58020.1		35.2		0		not assigned.unknown				 no description		6.00E-05		Rep: Ida like-protein 4-related - Medicago truncatula (Barrel medic)		UniRef90_Q1SNA3				0		0		CUST_80058_PI403524517		-4.0941515		-2.0335646		4.0941515		down

		35_23107		0		-1.4918418		-0.17366886		-1.0428619		0.110122204		0.700953		-0.3314681		0.027825356		-0.1892147		-0.1228261		0.5024276		0.34989738		1.6084919		2.218628		1.9865913		1.9756489		1.7482691		1.8525524		1.734312		2.2373934		-0.65531445		1.3473978		-2.1106825		0.03252411		-2.4059095		-0.107952595		-1.8388004		-1.5685897		1.894906		-0.27110863		1.0070624		0.039729595		-0.35689354		-0.027825832		-0.6132879		-0.53581524		-0.8489351				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_80568_PI403524517		-3.5607963		-1.8321999		3.5607963		down

		35_23355		0		1.2155726		0.9673598		1.3876743		-1.0099845		-1.3679317		0.64892244		-1.3292364		-1.3303353		-1.3015549		8.337791		7.525655		7.252101		8.224458		8.483842		9.1371355		7.0415945		6.837332		7.0660486		0.29464316		0.68894815		1.2731082		-1.1930286		-1.3170694		-1.3354939		-1.3740247		-1.302768		-1.3107619		-1.211227		-1.4031185		-1.4098647		-1.4227903		0.32523203		-0.00202775		-1.0981576		0.0020279884		-1.3825023				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_81418_PI403524517		-256.50275		-8.0028305		256.50275		down

		35_23482		0		0.57044554		-0.0012321472		0.058901787		-1.166749		-1.280685		-0.79832745		-1.6275358		-1.0023365		-0.34382534		1.8060274		1.5312672		1.4438353		0.80022144		0.92763853		0.8897505		0.7392545		0.6578922		0.4151988		-1.396822		-0.56402826		-0.3244791		-0.876431		-1.0937686		-1.3630247		-1.2250447		-0.72808695		-1.5496387		1.2769723		1.0928907		1.1327991		0.096051216		0.26479053		0.0012321472		0.29927874		-0.11024523		-0.512486		2.00E-07		CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding		AT1G16610.2		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned DUF390 PRK12678 		3.00E-13		Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5		UniRef90_A1HY15		1.00E-11		CHR01V5|COORD:8190272..8191058|protein hypothetical protein		LOC_Os01g14640.1		CUST_81866_PI403524517		-3.1268597		-1.6447145		3.1268597		down

		35_23597		0		0.30228662		-0.025913239		0.016029358		0.15717506		0.46078444		0.18805361		-0.19279099		-0.010811329		0.2791009		0.010095596		-0.0058703423		0.011951923		0.2546134		0.281466		-0.44716835		0.0058703423		-0.15519142		-0.046482086		-6.470999		-6.5642533		-6.400316		-6.568218		-6.4657407		-6.64345		-6.3664503		-4.187421		-6.33334		-0.075930595		-0.07259512		0.21705866		0.22308826		0.20837116		0.4856391		0.19578934		0.5677552		0.5017724				0		0		35.2		0		not assigned.unknown				 no description		2.00E-05		Rep: Protein kinase family protein - Musa acuminata (Banana)		UniRef90_Q1EPA3		1.00E-05		CHR02V5|COORD:33704084..33713617|protein mutT/nudix family protein, putative, expressed		LOC_Os02g55030.1		CUST_82280_PI403524517		-88.79141		-6.472348		88.79141		down

		35_23835		0		-0.12486696		-0.034644604		-0.43057132		-0.8840847		-1.9662722		-1.0494642		-1.4998128		0.034644842		0.32485414		1.2321949		0.8421302		1.6039915		1.0289354		1.1793027		1.1546035		0.78585434		1.0323911		1.1927996		-0.21226335		-0.54567814		-0.5322056		-0.82285905		-1.5832962		-0.7445693		-0.16804147		0.5533228		0.16042519		0.6560097		0.8384476		0.6775298		2.401092		-0.9625528		-1.3585572		-0.9369409		2.2221131		-2.211461				0		0		35.2		0		not assigned.unknown				 no description		7.00E-06		Cluster: BRCA1 C Terminus domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: BRCA1 C Terminus domain containing protein, exp		UniRef90_Q10ML5		3.00E-07		CHR07V5|COORD:29349143..29341295|protein BRCA1 C Terminus domain containing protein, expressed		LOC_Os07g49010.1		CUST_83129_PI403524517		-3.346125		-1.7424912		3.346125		down

		35_2390		0		-0.18025589		-0.028980255		-0.17162323		0.46723366		0.70233727		0.5541315		0.4809265		0.42666054		0.6918888		-0.46689987		-0.40866184		-0.4558897		0.3221445		0.47016048		-0.06436539		-0.021980286		0.09652233		0.021980286		-1.8165388		-1.2749138		-1.7430792		-0.7965374		-0.8696375		-0.73781776		-0.8467293		-0.89205265		-0.8676796		-0.028652191		0.11695194		0.47747135		1.3128548		1.3546305		1.302702		1.3209229		1.3780146		1.3587065				0		0		35.2		0		not assigned.unknown				 no description		9.00E-15		Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JQP7		4.00E-16		CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed		LOC_Os01g05500.2		CUST_8547_PI403524517		-4.1374216		-2.048732		4.1374216		down

		35_23985		0		-0.72631335		0.97541714		0.72106504		-0.726552		-0.17264366		0.27630115		-0.4214728		-1.8213034		0.3415718		1.4069767		1.5776396		1.8798223		1.5607781		1.4328837		1.1728482		3.0502477		2.6713696		2.8731022		1.0695267		-0.35605288		0.52457166		-1.7751629		-0.16331196		-1.154122		-0.6680143		-1.8291804		0.16331196		0.31044817		0.3785689		-1.3396775		-1.1083149		-1.8097433		-1.8071547		-1.7774112		-1.1111561		-1.2625647				0		0		35.2		0		not assigned.unknown				 no description		1.00E-06		Cluster: Putative RING-H2 zinc finger protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RING-H2 zinc finger protein - Oryza sativa (japonica cu		UniRef90_Q69QB2		5.00E-08		CHR06V5|COORD:6059542..6057727|protein RING-H2 finger protein ATL3B precursor, putative, expressed		LOC_Os06g11450.1		CUST_83662_PI403524517		-4.380411		-2.1310663		4.380411		down

		35_24032		0		0.081922054		-0.1916964		-0.02363944		-0.48475146		-0.8195429		-1.4450967		-1.104352		-1.1709125		-0.77532864		2.1379912		2.0985463		1.7463391		1.2348573		1.1385362		1.1816661		0.40930796		0.6872461		1.0645478		-0.24100661		-0.6860378		-0.43544984		-0.55283594		-2.2153864		-1.3068497		-0.58608556		0.20354056		-0.81810164		0.99252677		1.0793421		0.86332536		0.3841927		0.17964625		0.7245405		0.02363944		-0.35395956		-0.72280455				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_83836_PI403524517		-3.8883538		-1.9591595		3.8883538		down

		35_24033		0		-0.41370463		-0.94347286		-0.415519		-0.9216244		-0.53034496		-0.73134494		-0.50881577		-1.3894014		-0.51857805		0.47239685		0.9885335		0.014258385		0.38747358		0.818768		0.46859026		1.2953181		0.975472		1.1877079		-1.6861892		-0.85371685		-2.6523588		-0.96016335		-0.7135415		0.451375		-1.2034922		-1.3311338		-0.78689265		0.7296901		0.59396505		0.26041222		0.8914213		0.50772715		0.022062302		0.39075136		-0.014258862		0.2860484		7.00E-23		CHR3V7|COORD:7522871..7524042| oxidoreductase		AT3G21360.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (83.2)AT3G21360| Symbols:  | oxidoreductase | chr3:7522871-7524042 FORWARDTauD 				Cluster: Putative Signal peptidase I; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative Signal peptidase I - Oryza sativa (japonica cultivar-group)		UniRef90_Q6YW66				CHR08V5|COORD:17962918..17960560|protein syrP-like protein, putative		LOC_Os08g29510.1		CUST_83840_PI403524517		-2.7176685		-1.4423695		2.7176685		down

		35_24297		0		0.8408909		1.6569414		1.3195829		0.62722206		0.89171696		0.7676325		-0.9707403		1.0274496		0.90778923		0.94492054		0.9744177		0.9802475		-0.4525609		-0.005716324		0.005716324		0.36923504		0.30700588		0.36548328		-6.1591477		-4.847807		-5.263706		-5.3023186		-5.282398		-5.4807754		-5.935775		-5.259208		-4.8281584		0.93152905		1.1946363		1.4774418		-1.0838003		-0.40263844		-1.005106		-1.1947923		-1.0406795		-1.5637226				0		0		35.2		0		not assigned.unknown				 no description		1.00E-05		Cluster: Chromosome undetermined SCAF7830, whole genome shotgun sequence; n=1; Tetraodon nigroviridis|Rep: Chromosome undetermined SCAF7830, whole genome shotgu		UniRef90_Q4T8D1		2.00E-14		CHR01V5|COORD:18304173..18302662|protein seed specific protein Bn15D17A, putative, expressed		LOC_Os01g32770.1		CUST_84793_PI403524517		-33.700184		-5.0746846		33.700184		down

		35_24307		0		0.0751276		0.082722664		0.038549423		0.0014219284		-0.047772408		0.16241455		0.0940752		0.17836666		0.14697266		0.134305		-0.052746773		-0.15438461		0.17126751		0.07036018		-0.14970875		-0.070072174		-0.0125312805		-0.08660412		-2.4401236		-1.4510727		-1.7788477		-1.4682236		-1.685709		-2.823502		-1.46101		-1.5882797		-1.4383545		0.07865143		0.11880016		0.044330597		0.18265915		0.13820171		0.44494724		0.17631054		-0.12516117		-0.0014219284				CHR5V7|COORD:6998948..7001598| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64020.1); similar to Os11g0241900 [Oryza sativa (japonica		AT5G20680.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 413)AT5G20680| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G64020.1); similar to Os11g0241900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001067587.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABA92327.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:6999223-7001598 FORWARDDUF231 				Cluster: Expressed protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q2R860				CHR11V5|COORD:7583825..7579878|protein expressed protein		LOC_Os11g13800.3		CUST_84829_PI403524517		-3.7587981		-1.9102714		3.7587981		down

		35_24780		0		-0.012462616		0.29384136		0.43945408		-0.73034096		-0.73482513		-0.7964468		-0.7021866		-0.8147116		-1.218524		1.0815849		1.1901932		1.047163		0.49877357		0.14914417		0.732851		0.6146889		0.6216879		0.5885		0.26190376		0.8945675		0.5436945		-0.28002834		-0.61832523		-0.7392998		-0.45132923		-0.85734844		-0.7848234		1.5685406		1.3234959		1.1188173		-0.037745476		-0.004878998		0.004878044		-0.18055058		-0.3970232		-0.36522007		1.00E-08		CHR4V7|COORD:8663499..8665759| formin homology 2 domain-containing protein / FH2 domain-containing protein		AT4G15200.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 TT_ORF1 infB 		1.40E-45		Cluster: Hypothetical protein OSJNBa0083M16.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0083M16.18 - Oryza sativa (japonica		UniRef90_Q943S3				CHR01V5|COORD:1835996..1834972|protein expressed protein		LOC_Os01g04170.1		CUST_86522_PI403524517		-2.2975364		-1.2000877		2.2975364		down

		35_24959		0		1.5993981		2.0624394		2.1075387		2.4333358		2.825169		2.7619205		2.2707057		2.3331313		2.66641		-0.81006336		-0.49580717		0.23174238		-0.6156926		0.009509563		-2.1923761		-1.8674784		-1.7624207		-1.7192788		-2.578555		-1.3491187		-2.6363091		-2.8203464		-3.159009		-1.9409189		-2.46318		-2.6928678		-2.4046278		0.8255563		-0.009509563		0.23030806		0.9645915		-2.2272696		0.7399993		2.0950532		1.5638127		1.6586299		9.00E-30		CHR5V7|COORD:16810993..16812117| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula]		AT5G41980.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 127)AT5G41980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula] (GB:ABE80314.1); contains domain FAMILY NOT NAMED (PTHR22930) | chr5:16810993-16812117 FORWARDnot assigned 				Rep: Putative transposase - Oryza sativa (Rice)		UniRef90_Q948B6				CHR10V5|COORD:2618194..2616803|protein transposon protein, putative, CACTA, En/Spm sub-class		LOC_Os10g05340.1		CUST_87164_PI403524517		-8.565017		-3.0984561		8.565017		down

		35_25296		0		-0.41339302		-0.6784687		0.18557358		-0.312078		-0.52714634		-0.496984		0.16266489		-0.1361208		0.6429701		-0.101365566		0.16579676		-0.06648636		-0.48160315		-0.14984798		-0.20706701		-0.037257195		-0.20804214		-0.49168205		0.005680561		-0.6022515		-0.12844658		0.07624912		-0.005680084		-0.3165574		0.2886815		0.48730564		0.43215847		0.71973515		1.0832906		1.0206466		1.3065996		1.1607862		0.90858364		2.2234707		1.170939		1.0066576		3.00E-11		CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein		AT5G56330.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Atrophin-1 DUF1421 TT_ORF1 DUF1431 		4.00E-29		Cluster: Serine/threonine phosphatase type 2c, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine phosphatase type 2c, putat		UniRef90_Q10MX1		1.00E-30		CHR03V5|COORD:10142507..10144524|protein protein phosphatase 2C isoform epsilon, putative, expressed		LOC_Os03g18150.1		CUST_88366_PI403524517		-2.2214596		-1.1515079		2.2214596		down

		35_25347		0		0.09167576		0.08602905		0.1660366		-0.14907932		0.026388168		-0.082157135		0.24039173		0.16170025		-0.16605759		0.014087677		-0.054638863		-0.28050804		0.026659012		0.20555973		-0.2633705		0.22074223		0.2748375		0.2114029		-2.210168		-1.5960102		-1.6441236		-1.4569273		-1.5768452		-1.8290014		-2.252214		-2.2882462		-2.0233793		-0.031230927		-0.08600807		0.033662796		0.1318903		0.12857246		-0.014087677		0.028223038		0.07740021		0.12934208				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_88557_PI403524517		-3.7826803		-1.9194088		3.7826803		down

		35_25512		0		-0.6820574		-0.7183552		-0.92409945		-1.0163898		-1.3836985		-0.7506013		-0.8159127		-0.9582343		-0.75799847		0.52028275		0.48410892		0.19562054		0.23173046		0.1266079		0.22802448		0.18669891		0.15570259		-0.011694908		-0.121310234		0.6420717		0.19433498		0.17970943		-0.052682877		-0.23624706		0.14731026		0.083496094		0.011695862		0.57797146		0.50813293		0.60548687		-0.042512894		-0.20551395		0.18637848		-0.304389		-0.1806755		-0.6757612		1.00E-09		CHR1V7|COORD:21182902..21184553| hydroxyproline-rich glycoprotein family protein		AT1G56530.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned PRK12323 Atrophin-1 PRK07003 		6.00E-09		Rep: UPI0000618398 UniRef100 entry - Bos Taurus		UniRef90_UPI0000618398		8.00E-10		CHR09V5|COORD:11335336..11331584|protein transposon protein, putative, CACTA, En/Spm sub-class		LOC_Os09g18490.1		CUST_89181_PI403524517		-2.1809196		-1.1249366		2.1809196		down

		35_2553		0		-0.76793194		-0.52046204		-0.40635395		-0.6453829		-0.37317467		-0.78522015		-0.5035229		-0.9035845		-0.75849247		-0.07564831		0.44933987		0.27834606		0.17523861		0.33541584		0.29680252		2.3828688		2.4603243		2.3814688		0.97461224		-0.37025166		0.5152931		-0.65351295		0.014998436		-0.6104202		0.19815159		-0.6543398		0.67554474		0.2607584		0.81314564		-0.3319893		-0.050955772		0.41164684		-0.014998436		0.17247391		0.056253433		-0.01666832				0		0		35.2		0		not assigned.unknown				 no description		3.00E-16		Cluster: Chitin elicitor binding protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Chitin elicitor binding protein - Oryza sativa (japonica cultivar-gro		UniRef90_Q1ESX3		2.00E-20		CHR03V5|COORD:1858017..1860865|protein receptor-like GPI-anchored protein 2, putative, expressed		LOC_Os03g04110.2		CUST_9109_PI403524517		-3.0193825		-1.5942535		3.0193825		down

		35_25826		0		0.026327133		0.16815662		0.09391785		0.08026028		0.26689625		0.30609226		-0.23888111		-0.09996796		0.017710686		-0.01764965		0.1102438		0.0050621033		0.08724308		0.20312023		-0.24638271		0.066786766		-0.16011143		-0.04658699		-1.7574058		-1.0131826		-1.6071596		-1.0458412		-1.2892952		-1.1338434		-1.2665462		-1.1173201		-1.1297045		-0.0050611496		-0.09296894		0.27262306		0.15333366		0.02566719		0.074419975		-0.026006699		0.11378765		0.12681484				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_90291_PI403524517		-2.5204065		-1.3336564		2.5204065		down

		35_2619		0		0.32785225		0.3529644		0.26654243		0.0935173		0.1911354		0.3736658		-0.06406307		0.024808884		0.05431366		0.082473755		0.1843481		0.12930965		0.2370615		0.33541298		0.2943325		0.5352602		0.6078615		0.57634354		-8.533529		-8.725367		-8.643566		-8.466153		-8.686116		-8.605305		-8.598411		-8.0387745		-8.6141615		-0.045184135		-0.024808884		0.15129662		-0.4253235		-0.54196835		-0.5227213		-0.38219833		-0.44038677		-0.50210476				0		0		35.2		0		not assigned.unknown				 no description		3.00E-30		Cluster: Os02g0825700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0825700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DW92		5.00E-31		CHR02V5|COORD:35426971..35425163|protein F-box domain containing protein, expressed		LOC_Os02g57860.1		CUST_9319_PI403524517		-302.75327		-8.241999		302.75327		down

		35_26207		0		-0.66627264		-0.92203426		-0.9967251		-1.2174854		-1.0618367		-1.5108738		-0.092847824		-0.4746909		-0.6178875		0.17000055		0.017178059		-0.035321236		0.27674723		-0.08012247		-0.017178535		0.42694855		0.50766325		0.39303637		-0.4336605		-0.13899231		-0.6333051		-0.3605199		-0.2500763		-0.9893379		0.24314404		0.093393326		0.63104105		0.21270227		2.0900998		1.1412172		1.5895815		1.8146663		1.6713705		1.8809118		1.5907707		1.2881556		2.00E-05		CHR4V7|COORD:9948866..9960416| zinc finger (C3HC4-type RING finger) family protein / pentatricopeptide (PPR) repeat-containing protein		AT4G17910.1		35.2		0		not assigned.unknown				 no description		2.00E-09		Cluster: Hypothetical protein P0530H10.4; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0530H10.4 - Oryza sativa (japonica cultivar-gro		UniRef90_Q6L4M9		5.00E-11		CHR05V5|COORD:17094716..17096099|protein RING-H2 finger protein ATL5F, putative, expressed		LOC_Os05g29710.1		CUST_91664_PI403524517		-3.2037344		-1.6797545		3.2037344		down

		35_26313		0		-0.26304293		-0.49205303		0.027243614		0.012338638		0.3003626		-0.012337685		0.22128773		0.039634705		0.36096287		-0.49153376		-0.56142664		-0.88553905		0.34293938		0.45930672		0.3021593		0.47904873		0.4901266		0.377841		-0.9770012		-0.34446573		-1.2589202		-0.52342844		-0.86821747		-0.5291152		-0.28529596		-0.4326744		-0.85941935		-1.0881748		-0.43220377		-0.10371113		1.466855		1.1723347		1.3909063		1.228406		1.4212656		1.3409328				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_92024_PI403524517		-2.613762		-1.3861277		2.613762		down

		35_26367		0		-1.2244258		-1.2460017		-0.6001997		-1.5274258		-2.4850886		-2.2981458		-1.4773495		-2.2093542		-1.8699689		0.6545806		0.6147289		0.432055		0.48412848		0.34870338		0.8523798		2.0472355		1.9805613		1.86309		-0.9790673		-0.3487029		-0.76324844		-1.8804793		-0.9231391		-1.8557489		-1.2046857		-0.9971819		-0.79982376		0.93047476		1.7864575		0.7845597		1.5344172		1.485815		1.6097307		1.9071493		1.7178617		1.7274938				0		0		35.2		0		not assigned.unknown				 no description		3.00E-07		Cluster: Os07g0683200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0683200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D3J5		2.00E-08		CHR07V5|COORD:28984104..28986339|protein NAC domain-containing protein 18, putative, expressed		LOC_Os07g48450.3		CUST_92205_PI403524517		-6.4558296		-2.6906025		6.4558296		down

		35_26479		0		-0.1716342		-0.2160219		-0.19096184		-0.20759821		0.3285973		0.20879197		1.2366223		0.031665325		-0.21936369		-0.07937753		0.1689899		-0.031665206		-0.2076397		-0.23925114		-0.23839998		-0.1873033		-0.18642151		-0.22325206		-0.14970183		0.07791376		-0.20379078		0.5302123		1.6525574		2.3395102		-0.19182467		-0.1943394		-0.18542457		7.742978		8.135062		8.460019		9.565865		9.376302		9.527628		9.376954		9.88926		9.905734				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_92612_PI403524517		-416.02356		-8.700521		416.02356		down

		35_26989		0		-0.019470096		-0.049120665		-0.037239313		-0.022208333		-0.030901313		-0.01622641		0.029042006		0.018314004		-0.036705613		0.035447955		0.80453205		0.05381596		-0.036948085		-0.03809905		-0.032021046		1.9853281		-0.021853209		-0.04738128		4.4220533		0.012854099		-0.04337561		-0.02046752		-0.014329791		0.891379		-0.025253177		-0.012854099		-0.02959013		3.8755445		4.1615524		4.579631		5.699224		5.8991585		5.766841		5.796445		6.270569		6.1753683				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_94418_PI403524517		-27.524752		-4.7826576		27.524752		down

		35_27098		0		-0.8436632		-0.69394016		-0.5790205		-0.5388322		-1.0030646		-0.75988436		-0.74258375		-0.81353617		-0.1326046		0.05508709		0.6698308		0.11537123		-0.2063694		-0.14722204		0.10027981		2.5167856		2.2766638		2.5053215		0.4332819		-0.6165991		0.26262903		0.016474724		-0.3425622		-0.016474247		0.19166899		0.40924263		0.7062316		0.69510794		0.70205116		0.23715448		0.13363552		0.21448135		-0.7189965		-0.53938675		-0.6985941		-1.0094333				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_94807_PI403524517		-2.9378572		-1.5547643		2.9378572		down

		35_27102		0		-0.2121706		-0.33903408		-0.36834002		-0.96593523		-0.65462255		-0.48407125		-1.4894834		-0.8632426		-0.78099966		0.07451773		0.5840125		0.5621681		1.1314907		0.8578491		1.1740093		0.8759098		0.94877005		0.7194786		-0.66562986		-0.07451725		-0.1691637		-0.7528987		-0.8891487		-1.0628333		-0.38555336		-0.4755745		-0.57688856		0.8351841		0.8259063		1.2494469		1.4287958		1.4582639		1.5939875		1.1114521		0.9067049		0.8008771				CHR2V7|COORD:16847408..16849217| similar to steroid hormone receptor/ transcription factor [Arabidopsis thaliana] (TAIR:AT3G11030.1); similar to unknown protein		AT2G40320.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 212)AT2G40320| Symbols:  | similar to steroid hormone receptor/ transcription factor [Arabidopsis thaliana] (TAIR:AT3G11030.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAO60033.1); similar to Os05g0356700 [Oryza sativa (japonica cultivar-group)] (GB:NP_001055293.1); similar to Os03g0817900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001051703.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr2:16847408-16849217 FORWARDDUF231 				Cluster: Hypothetical protein OSJNBa0036C12.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0036C12.14 - Oryza sativa (japonica		UniRef90_Q5W6Y3				CHR05V5|COORD:16818149..16816424|protein expressed protein		LOC_Os05g28830.1		CUST_94824_PI403524517		-2.7396882		-1.4540117		2.7396882		down

		35_27964		0		-0.17075396		-0.34441328		-0.51316833		0.13892698		0.10078716		0.24956703		-0.72282887		-0.80576706		-0.09068775		0.27176094		-0.27633667		-0.18286467		0.23395157		0.5996318		0.4961338		0.40480328		0.077207565		0.33229923		-0.99842834		-0.31222248		-0.77478266		-0.45778275		-0.85512686		-0.18316841		-0.73062134		-0.78825617		-0.8290787		-0.028427124		0.107792854		0.24637318		0.61167145		0.6833029		0.028427124		0.3683324		0.5180993		0.6011872				0		0		35.2		0		not assigned.unknown				 no descriptionPB1 PB1 				Cluster: Putative maize transposon MuDR mudrA-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Putative maize transposon MuDR mudrA-like protein -		UniRef90_Q9AYI6				CHR10V5|COORD:351014..344789|protein transposon protein, putative, Mutator sub-class, expressed		LOC_Os10g01550.1		CUST_97942_PI403524517		-2.0102272		-1.0073586		2.0102272		down

		35_27982		0		0.05803299		-0.13011551		-0.239007		0.0015668869		-0.2360754		-0.017061234		-0.73072815		-0.35498714		-0.16390133		0.82935905		0.94664097		0.8690729		0.99335766		1.0560637		0.9617357		0.6431341		0.94664097		0.699378		-1.3924999		-0.45407677		-0.9450693		-0.34919357		-0.5405903		-0.4849577		-0.7707977		-0.4956541		-0.5197754		0.35726738		0.31845188		0.64900017		0.22267532		0.2913561		0.19235992		0.27210236		-0.0015678406		-0.004535675				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_97997_PI403524517		-2.1201766		-1.0841844		2.1201766		down

		35_29540		0		-1.1940911		-1.7604902		-1.235923		-1.1244617		-1.1720777		-1.5304136		-1.0831528		-0.0979352		-0.43216896		1.1048732		0.9127712		0.8145237		0.059942245		0.010066032		0		-0.1918397		-0.06552839		-0.11983538		-2.1941428		2.1012397		-0.44544792		-0.5715344		-0.805603		0.08879852		0.116974354		0.35095358		0.2668357		1.015491		1.3097792		1.2209306		0		0.5781431		0.45689774		0.1640358		0.43962717		-0.6311102						0		35.2		0		not assigned.unknown				 no description				0		0		9.00E-05		CHR09V5|COORD:12453424..12459995|protein strictosidine synthase 3 precursor, putative, expressed		LOC_Os09g20684.1		CUST_103603_PI403524517		-2.550238		-1.3506318		2.550238		down

		35_29601		0		0.008727312		-0.9304869		-0.68342423		-8.89E-04		1.4602423		0.12958813		-0.003492117		-0.13567472		-0.97683644		-1.2493801		-1.1733549		-0.47960305		8.89E-04		-0.04211521		0.9370885		-0.1196928		0.089868546		0.32805586		-0.9188113		-0.95257425		-0.74183106		0.46996546		0.027293205		-0.26963902		-0.8083477		-1.9079822		-1.7819686		5.4170856		5.6859217		6.111288		7.048767		6.946148		6.794695		6.976469		7.153697		7.0242662						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_103832_PI403524517		-161.79532		-7.338026		161.79532		down

		35_29668		0		-0.024289131		-0.43082142		-0.07037258		-0.026309013		-0.06837654		-0.1254425		0.28196144		0.019469261		-0.019469261		-0.29247475		-0.54728794		-0.79298687		-0.3005209		-0.08577633		-0.18640327		-0.5719223		-0.71224594		-0.6024885		-0.49110508		0.08991337		-0.3281088		0.26215553		0.08126736		0.11253834		0.11227703		0.37644768		0.3488779		0.76185226		0.9984579		1.075038		1.828906		2.027296		1.8610201		1.8053646		1.7716961		1.8721619						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_104086_PI403524517		-2.8148515		-1.4930588		2.8148515		down

		35_30032		0		0.16343164		0.28014994		-0.38346052		0.4126191		0.41344118		0.826705		-0.32901764		-0.26762724		0.2824955		0.31680918		0.35055017		-0.23446512		0.33473587		0.316154		0.76327324		-0.026023388		-0.32549095		-0.118056774		-1.5962071		-1.215653		-1.4305367		-0.9683976		-1.5064416		-0.8206029		-1.3321099		-1.1926141		-1.3409925		0.1676526		0.13042068		0.035642624		0.026022911		0.07716608		-0.16044855		-0.20580721		0.21148968		0.24517345		1.00E-06		CHR5V7|COORD:17396963..17402615| COP1-interacting protein-related		AT5G43310.1		35.2		0		not assigned.unknown				 no description		1.00E-18		Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10A91		3.00E-20		CHR03V5|COORD:36286751..36297543|protein expressed protein		LOC_Os03g64320.1		CUST_105450_PI403524517		-2.5064614		-1.325652		2.5064614		down

		35_30065		0		0.031628132		-0.25602913		-0.2829013		0.08430147		-0.08307457		-0.029397964		-0.104198456		-0.16000223		-0.010673046		0.03614807		0.09159517		0.11315346		-0.14907646		-0.05374813		-0.084812164		-0.052042484		0.052236557		-0.022738457		-0.5929961		-0.0752635		-0.4068246		0.0705595		-0.21476078		-0.21850157		0.0073843		0.09606171		-0.007384777		1.6082907		1.5214281		1.6233196		1.7087812		1.7083969		1.6228008		1.8601818		1.9956102		1.8672171						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_105572_PI403524517		-3.663147		-1.8730836		3.663147		down

		35_30180		0		-0.329422		-0.39167118		0.020943642		-0.46987438		-0.28448772		-0.50306034		-0.55900764		-0.5697031		-0.47130966		0.40316486		0.5298939		0.6002598		0.10380077		0.17828846		0.3771677		0.029937744		0.005680084		-0.0056791306		-1.1677742		-0.1661272		-0.725544		-0.47435474		-0.87944317		-0.605566		-0.8179722		-0.7368765		-0.91386795		0.12816143		0.100684166		0.35007858		0.85011864		0.59028816		0.64360714		0.573266		0.35989285		0.47730923						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_106009_PI403524517		-2.2554836		-1.1734369		2.2554836		down

		35_30188		0		-0.005469322		0.56568813		0.40897083		-0.17728615		0.5263672		0.71932125		1.3573961		0.98437405		0.93797493		0.41354084		0.06642914		0.23090744		0.005469322		-0.112029076		0.91736126		-0.12913227		-0.24936104		-0.17005253		-1.4359813		-0.25471497		-0.8314605		-0.25291777		-1.4831743		-1.4517722		-1.3488798		-1.3601093		-0.822793		0.59035397		-0.059638023		0.17800999		-0.0908308		0.26083183		-0.13537884		0.9667425		0.94847584		0.82949543						0		35.2		0		not assigned.unknown				 no description		6.00E-08		Cluster: Hypothetical protein OJ1345_B12.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1345_B12.12 - Oryza sativa (japonica cultiv		UniRef90_Q6L5A2		2.00E-09		CHR05V5|COORD:27055830..27058855|protein expressed protein		LOC_Os05g46890.2		CUST_106041_PI403524517		-2.6655428		-1.4144294		2.6655428		down

		35_30372		0		0.5466118		-0.028757095		0.67583275		-0.21234322		-0.15049267		-0.58971596		0.405818		0.15976524		0.013541222		1.2905626		0.2504835		-0.40292835		-0.10597515		-0.27605152		-0.61572075		-0.4951582		-0.54906654		-0.3918972		-0.5826044		-0.16215038		-0.6995201		0.28333855		-0.013540268		-0.16541004		0.09233189		-0.01927185		-0.20176506		0.28355694		1.4271345		1.1146755		1.6794643		2.1091642		1.6588726		1.9993582		1.7834339		1.849781				CHR5V7|COORD:3676748..3678947| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of		AT5G11500.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 230)AT5G11500| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of unknown function DUF814; (InterPro:IPR008532) | chr5:3676748-3678947 FORWARDnot assigned DUF814 COG1293 				Cluster: Hypothetical protein P0046E05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046E05.12 - Oryza sativa (japonica cultivar-g		UniRef90_Q943H0				CHR01V5|COORD:31784397..31780181|protein coiled-coil domain-containing protein 25, putative, expressed		LOC_Os01g54670.1		CUST_106725_PI403524517		-3.2675877		-1.708226		3.2675877		down

		35_30526		0		0.18329191		-0.10967827		0.39196348		-0.6647973		-0.32182074		-1.3778858		-0.6020713		-0.6417594		-0.6248412		0.4417758		0.3051467		-0.7484875		0.13912916		0.38588524		-0.13297462		-0.06535816		-0.007973671		0.18030453		-0.47049284		-0.482203		-0.763814		-0.09954643		0.007973671		-0.2997632		-0.36431026		0.0717864		-0.14458227		0.29190254		0.6211653		0.35174227		0.9919596		1.1843481		1.0488291		1.1142206		0.7975564		0.8030734						0		35.2		0		not assigned.unknown				 no description		2.00E-13		Cluster: Os02g0630300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0630300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DZC8		7.00E-15		CHR02V5|COORD:25197873..25193517|protein gibberellin 2-beta-dioxygenase 7, putative, expressed		LOC_Os02g41954.2		CUST_107271_PI403524517		-2.1188853		-1.0833055		2.1188853		down

		35_30782		0		0.25354242		-0.37631917		0.98111725		0.4861281		1.0227926		0.8715522		1.3552923		0.3913536		1.7685747		-0.02164948		-0.3008288		-0.7505605		-0.12113249		-0.68747044		0.02164936		-0.6969621		-0.7784983		-0.14129901		-0.74625146		-0.63930106		-0.74316776		-0.70773435		-0.6883806		-0.8398731		-0.14878464		3.6080122		-0.3047731		-0.74608564		4.62458		3.8518248		5.4065766		6.005972		5.2509837		5.4624257		5.462861		5.5944247						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_108209_PI403524517		-25.641783		-4.6804247		25.641783		down

		35_30795		0		-1.198708		-1.7719011		-1.0255647		-2.813325		-2.5570164		-2.7856803		-1.0540342		-2.1007328		-1.9787235		0.367774		0.08194351		0.070124626		0.25436926		0.16959095		0.44327164		1.0873289		1.1921654		1.1876125		-1.1636753		-0.07012415		-0.48822737		-2.2569518		-2.1037598		-2.0272703		-0.6691952		-0.34643936		-0.25713062		0.67462015		0.973896		1.1505013		2.074008		2.0668554		1.9384317		2.320033		2.471695		2.4764662		7.00E-33		CHR5V7|COORD:1922043..1925279| carboxy-lyase		AT5G06300.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 136)AT5G06300| Symbols:  | carboxy-lyase | chr5:1922043-1925279 REVERSELysine_decarbox COG1611 		7.00E-38		Cluster: Os05g0591600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0591600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DFG8		4.00E-39		CHR05V5|COORD:29386739..29390982|protein carboxy-lyase, putative, expressed		LOC_Os05g51390.2		CUST_108254_PI403524517		-5.502111		-2.4599853		5.502111		down

		35_31055		0		-0.6264701		-0.31098747		-0.96955585		-1.0903759		-1.0909395		-0.87887955		-0.7297063		-0.3022704		-0.61302376		-0.3749385		-0.015852928		-0.24823809		-0.20070267		0.015853405		-0.035792828		2.146134		2.0242972		2.1098027		2.003385		1.1066933		1.8701291		0.6240597		0.8570695		0.72224855		1.1254935		1.3355646		0.6883459		1.2322831		2.7036743		0.5836587		-0.7091408		-0.37534857		-0.20390606		0.11355829		-0.59091043		0.4096384		3.00E-10		CHR5V7|COORD:6841027..6842658| HHP1 (HEPTAHELICAL TRANSMEMBRANE PROTEIN1)		AT5G20270.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (60.8)AT5G20270| Symbols: HHP1 | HHP1 (HEPTAHELICAL TRANSMEMBRANE PROTEIN1) | chr5:6841027-6842658 REVERSEnot assigned HlyIII 		3.00E-13		Cluster: Os06g0652200 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0652200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DAH6		1.00E-14		CHR06V5|COORD:26695436..26692490|protein haemolysin-III related family protein, expressed		LOC_Os06g44250.1		CUST_109245_PI403524517		-2.52621		-1.3369746		2.52621		down

		35_31169		0		-0.66433287		-0.4389348		-0.42178345		-0.327662		-0.31195354		-0.48416042		-0.57893896		-0.19338894		-0.42028713		0.5940552		0.53000927		0.3480978		0.9605131		0.8186245		0.95920277		0.48859787		0.46311378		0.46443844		-1.203136		-0.22697449		-0.86618567		-0.357244		-0.33007812		-0.4797716		-0.5893855		-0.42942905		-0.47836494		0.3889532		0.199337		0.7424669		0.46905518		0.7111645		0.50844765		0.39881325		0.2900362		0.19338799		1.00E-04		CHR1V7|COORD:10868594..10870955| WRKY14 (WRKY DNA-binding protein 14); transcription factor		AT1G30650.1		35.2		0		not assigned.unknown				 no description		1.00E-14		Rep: WRKY transcription factor 66 - Oryza sativa (indica cultivar-group)		UniRef90_Q6IEL5		5.00E-16		CHR02V5|COORD:28720914..28725064|protein OsWRKY66 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os02g47060.1		CUST_109680_PI403524517		-2.0734174		-1.0520105		2.0734174		down

		35_31176		0		-0.6717849		-0.5473399		-0.4062748		-0.7488799		-0.85970736		-0.61942244		-1.1207867		-0.77633667		-0.5492439		0.8187704		0.9096513		0.77343273		0.6797004		0.2882247		0.45511913		0.61876774		0.88122034		0.46327782		0.36642838		-0.35006		-0.3553748		-1.2025499		-1.1445303		-2.1139965		-0.52245855		0.08370924		-0.93721247		0.27197504		0.6228118		0.03482914		0.29533768		0.66510534		0.44079494		-0.034828663		-0.12485981		0.46955967		3.00E-11		CHR1V7|COORD:10208411..10210474| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G62330.1); similar to putative growth regulator [Gossypium		AT1G29200.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (63.5)AT1G29200| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G62330.1); similar to putative growth regulator [Gossypium hirsutum] (GB:AAT64033.1); similar to putative growth regulator [Gossypium hirsutum] (GB:AAT64018.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:10208411-10210474 FORWARD		6.00E-24		Cluster: Putative axi 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative axi 1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q5Z5W7		2.00E-25		CHR06V5|COORD:20638707..20634353|protein growth regulator, putative, expressed		LOC_Os06g35410.1		CUST_109709_PI403524517		-2.5565808		-1.3542156		2.5565808		down

		35_31298		0		-0.8331647		-0.7920637		-0.49212742		-0.04174328		0.10216999		0.065526485		0.08786106		-0.35898542		0.4122777		0.23780823		0.22813225		0.9579172		1.4509425		1.4699745		0.253098		-0.2857089		-0.34919786		-0.4712777		-1.1697869		-0.62737083		-0.73042583		-0.6284933		-0.756495		-0.40329552		-0.6669016		-0.77784157		-0.47094154		-0.5166826		0.04174328		0.10601425		0.74040794		0.7776704		0.7965536		1.2578793		1.3353977		1.1028967						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_110164_PI403524517		-2.4953988		-1.3192704		2.4953988		down

		35_31596		0		0.019803047		-0.27350664		-0.64270496		-0.72598696		-0.062886715		-0.66327524		-0.7991805		-0.14039755		-0.36713314		0.19595623		0.5549793		0.45263052		0.35784912		0.32465363		0.7050934		0.98195934		0.64331913		0.8051095		-0.9791131		-0.34572697		-1.1354933		-0.9051056		-0.51800156		-0.78163004		-0.46942854		-0.85464287		-0.18444872		0.6037259		0.74546576		0.09071159		0.06394243		0.22668266		-0.01980257		0.39336443		0.3431425		1.0343018						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_111274_PI403524517		-2.1035		-1.0727917		2.1035		down

		35_31706		0		-0.31595516		-0.61862516		-0.33669806		-1.2351656		-1.0786376		-1.2392502		-1.0064459		-1.5316901		-1.0595074		0.30949306		0.039422035		-0.105914116		-0.065103054		-0.012543678		0.5278301		-0.12448788		0.012543678		0.18870306		1.8326774		0.20212269		1.4246383		0.20187426		0.34857225		0.017644882		0.6523032		0.51389456		0.4984584		0.6696272		0.8828039		0.53464985		-0.25002098		-0.2669344		0.40199518		-0.30148315		-0.3518734		-0.42815495		2.00E-06		CHR3V7|COORD:22510548..22511816| FLA10 (fasciclin-like arabinogalactan-protein 10)		AT3G60900.1		35.2		0		not assigned.unknown				 no description		2.00E-13		Cluster: Fasciclin-like protein FLA3; n=1; Triticum aestivum|Rep: Fasciclin-like protein FLA3 - Triticum aestivum (Wheat)		UniRef90_Q06IA3		3.00E-13		CHR08V5|COORD:13855377..13852197|protein fasciclin-like arabinogalactan protein 8 precursor, putative, expressed		LOC_Os08g23180.1		CUST_111671_PI403524517		-2.0297813		-1.0213243		2.0297813		down

		35_32217		0		0.09707832		0.0030083656		-0.024208069		-0.39482212		-0.07852793		-0.17146587		0.4362526		-0.42643976		-0.056271553		0.4486003		-0.31341648		-0.055683613		-0.02035141		-0.0030083656		0.28168774		-0.22344255		0.0536294		-0.3148985		-0.4100585		-0.065490246		-0.15367413		0.19583702		-0.47291422		-0.7988949		0.29238987		-0.08912325		0.012173653		0.7112818		1.361155		1.3405643		1.607346		1.8240075		1.2958221		1.7384024		1.6059623		1.4018922		4.00E-06		CHR5V7|COORD:22215082..22218875| Fh5 (FORMIN HOMOLOGY5); actin binding		AT5G54650.1		35.2		0		not assigned.unknown				 no description		6.00E-14		Cluster: Os07g0420700 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os07g0420700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D6X9		2.00E-15		CHR07V5|COORD:13486581..13499331|protein alpha-glucosidase 2, putative, expressed		LOC_Os07g23880.1		CUST_113498_PI403524517		-3.0258787		-1.5973542		3.0258787		down

		35_32978		0		-0.17603564		-0.24503684		-0.4805944		-1.2817147		-1.3655825		-1.9972682		-2.9004462		-0.5247617		-0.74284697		1.3502293		0.678689		0.7898998		0.543303		0.48014545		0.2533388		0.41720247		1.0458279		0.5700455		-1.333596		-0.0994854		-0.31516767		-0.6297288		0.27052355		-0.65462637		-0.16039538		-0.683902		-0.18891907		1.5884304		1.5383468		0.6831608		0.65612173		0.23204899		0.09948492		0.35712957		0.19009447		-0.44752717						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_116319_PI403524517		-3.3877556		-1.7603298		3.3877556		down

		35_33144		0		0.048570633		-0.4569931		-0.26877594		-0.17169094		-0.27970886		-0.3781786		-0.10356665		-0.54160976		0.31808472		0.48360682		-0.20799494		-0.42758608		-0.05365038		0.15439415		0.008304119		0.10908556		-0.079781055		-0.008303642		-0.8763466		-0.44340277		-0.68731594		-0.019088745		-0.6157961		-0.34139967		0.18090057		0.34506226		0.23625898		0.149333		0.5246186		0.61818933		1.5212421		1.5692501		1.3769212		1.0318604		1.0652599		0.9701624						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_116937_PI403524517		-2.3416927		-1.2275517		2.3416927		down

		35_33348		0		-1.1186514		-0.6136131		-0.6734438		-1.6223493		-1.210506		-1.3169827		-1.2193766		-1.4567719		-1.1070476		-0.6106863		-0.011481285		-0.7467747		-0.23982143		0.2554083		0.37918854		1.6778421		1.6910467		1.6748223		0.058301926		0.18163347		0.41432047		0.106033325		0.4284091		0.013037682		0.773376		0.41463518		0.56773996		-0.13771963		0.1953497		-0.0500412		0.011481285		-0.12650537		0.089839935		0.07642603		-0.61655855		-0.69927883						0		35.2		0		not assigned.unknown				 no description		3.00E-05		Cluster: Os01g0127700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0127700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JR08		9.00E-07		CHR01V5|COORD:1515047..1518438|protein serine/threonine-protein kinase receptor precursor, putative, expressed		LOC_Os01g03690.1		CUST_117715_PI403524517		-3.033368		-1.6009206		3.033368		down

		35_33834		0		-3.4441762		-3.5590425		-3.4321141		-2.5764644		-1.7214248		-2.2034225		-3.4715536		-3.3544722		-2.6433272		0.7141385		0.19460869		-0.64085627		1.3657928		1.3722444		-0.32936192		0.6739478		0.46894503		0.7630558		-0.9064889		-0.8444958		-0.4504118		0.3407426		-0.09960508		-0.01008749		0.010087013		0.36282492		0.44636297		-0.6003318		-0.10509968		0.2958107		0.91356754		2.648501		0.84392834		0.7261634		0.7414627		0.6383791						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_119593_PI403524517		-10.876692		-3.443168		10.876692		down

		35_34078		0		-0.9431195		-0.37805462		-0.5073776		-1.2940836		-0.5644665		-1.3388214		-0.76102924		-1.0972042		-1.1053925		0.11509609		0.34027767		0.36358833		0.49371338		0.5088892		0.58989334		1.8888149		2.014368		1.8695221		-0.70120907		-0.40204716		-0.52168083		-1.1001511		-0.31226254		-0.98467255		-0.25279808		-0.79163694		0.29578876		0.042536736		0.48517132		-0.016889572		0.18784523		0.1868658		0.44808578		0.016888618		0.06295395		0.11814976						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_120562_PI403524517		-3.4751592		-1.7970791		3.4751592		down

		35_34180		0		-0.6212306		-0.9159274		-1.3897943		-0.44483137		-0.7281883		-0.16610861		-0.52941513		-0.5080528		0.3520589		0.07902336		-0.019337654		0.50279427		0.031897068		0.3014574		0.08378506		-0.9322946		-0.280375		-0.43876982		-1.4899998		-0.28694487		-1.1618991		-0.6383941		-1.1738377		0.15048027		-0.33315086		0.07235575		0.019338131		0.4858775		0.25608826		0.5589695		0.82397556		0.66462135		0.45543385		0.5905061		0.16717672		0.24693584						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_120970_PI403524517		-2.014165		-1.0101819		2.014165		down

		35_34271		0		0.8575487		-0.8047457		1.206811		0.44987202		1.1456709		0.57353497		1.7137327		1.1091042		1.0386934		1.7724695		0.17973614		-2.1897936		-0.50687504		-1.3672256		-2.100514		-2.7960377		-2.697401		-2.5916095		-1.4054098		-1.4021006		-2.5412474		-0.59143066		-0.3561306		-0.62452984		-0.17973518		-0.37058353		-1.3316917		-0.51184464		4.357544		3.6457443		4.2140875		5.235524		4.40907		4.7466316		4.657297		4.663027		1.00E-04		CHR1V7|COORD:490093..490497| proline-rich family protein		AT1G02405.1		35.2		0		not assigned.unknown				 no description		4.00E-16		Rep: H0510A06.17 protein - Oryza sativa (Rice)		UniRef90_Q25AK5		2.00E-17		CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed		LOC_Os04g40630.4		CUST_121332_PI403524517		-30.134134		-4.9133267		30.134134		down

		35_34573		0		0.3558812		-0.526809		-0.9410107		-0.3932724		-1.5789409		-0.16192436		-0.17110062		-0.2887292		-0.10380864		1.1177659		1.438457		1.5634699		1.6354475		1.5835514		1.2693744		1.552033		1.4848466		1.586072		-0.054774046		-0.7384894		-0.34250426		-0.6891711		-1.5478501		-0.76396275		0.5115876		0.25163984		0.1124711		-0.47270203		0.20057821		0.49851418		0.041350365		0.32246208		-0.35056376		-0.041350126		-0.10196161		0.07422137						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_122519_PI403524517		-3.7151349		-1.8934146		3.7151349		down

		35_35042		0		-0.31590796		-0.3769846		-0.06402016		0.17094946		-0.6740129		-0.10173035		-1.1352005		-0.586185		0.28531742		0.63608646		-0.045371532		0.73332644		0.980958		0.91634417		1.1935496		0.045371532		-0.30928087		-0.19588375		-1.7075365		-0.271204		-0.64245915		-0.5201061		-1.9535997		-0.9390342		-0.12543249		-0.21946073		0.10342121		0.0999527		0.78139496		1.231113		1.88591		1.935616		1.7585411		1.5222974		1.1187096		1.0889769						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_124313_PI403524517		-3.9080148		-1.9664359		3.9080148		down

		35_36045		0		3.4427538		2.5396104		2.3683825		2.4799647		-0.5889994		0.7642859		1.5250038		0.09723151		1.1381031		6.1723123		4.872964		4.012978		3.336411		2.168326		1.9153239		3.5689764		3.6183858		3.624229		-0.3118105		-0.47888958		-0.5951531		-0.6083336		-0.4380901		-0.64823425		-0.46273148		-0.4946791		-0.48603988		3.1267347		-0.42909694		-0.49401343		-0.25959468		-0.09723151		-0.3909824		-0.2870643		-0.4399501		-0.5992423						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_128219_PI403524517		-4.498005		-2.1692853		4.498005		down

		35_36461		0		0.72035706		-0.48346055		-0.4893242		-0.54396164		0.695408		-0.39762568		-0.69913423		-0.58082926		-0.54359293		0.97371686		0.21075523		-0.4949975		-0.27708268		0.14266145		-0.2617327		0.7402154		-0.41871667		-0.5159042		1.0830075		0.18840861		-0.27788234		-0.6214037		-0.4024061		0.3665477		-0.48684216		-0.14266145		-0.52505434		6.05702		5.8679566		5.95319		4.8558183		5.159184		4.834898		5.0797915		5.1901236		5.0529513						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_129818_PI403524517		-43.10889		-5.4299135		43.10889		down

		35_36927		0		-0.08449888		-0.3831706		-0.16247988		-1.4618516		-1.3962057		-1.3874092		-0.88067436		-2.2179875		-0.70624065		2.0392709		1.6367879		1.7478895		1.1541986		1.323627		1.3747077		0.8988962		1.117321		0.86655474		-1.0437522		-0.48873425		-0.8638902		-0.90388155		-1.0806017		-1.3042524		-1.0720806		-1.2594349		-0.4984889		0.97857857		1.2168422		1.2516003		0.7832799		0.4965434		0.5302558		0.1585455		0.08449936		0.3234787						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_131487_PI403524517		-4.977875		-2.31553		4.977875		down

		35_38086		0		-0.44938946		-0.42934465		-1.2220693		-1.1308961		-1.3831241		-1.149852		-0.92856956		-1.9160528		-1.0601616		0.044571877		0.2469554		0.4106598		0.14498043		0.092066765		-0.014746189		0.49574518		0.7114568		0.8855438		-0.74930763		0.74531746		0.33765697		0.13237715		-0.7518296		-0.5375762		0.014745712		0.3722844		0.17713594		0.8550334		0.6053219		0.9313364		-0.09262133		0.26737309		-0.09848881		-1.0204341		-0.42341423		-0.25965643						0		35.2		0		not assigned.unknown				 no description		6.00E-17		Cluster: Protein kinase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase, putative, expressed - Oryza sativa (japonica cult		UniRef90_Q10SF4		8.00E-10		CHR03V5|COORD:1388347..1390179|protein ATP binding protein, putative, expressed		LOC_Os03g03290.1		CUST_135798_PI403524517		-2.656695		-1.4096326		2.656695		down

		35_38144		0		-0.34241676		-0.3178997		-0.26988792		0.062351227		-0.017765045		-0.023176193		0.06327438		0.033579826		0.27305603		-0.10203457		0.065176964		-0.40603256		-0.4479847		-0.32260036		-0.51447964		-0.513113		-0.12545776		-0.23508549		-0.984601		-0.1354847		-0.55112934		0.17134953		-0.09165096		0.017765045		-0.03522587		0.06946087		0.096063614		2.0059757		2.0564518		2.1406937		2.3711224		2.3327475		2.345646		2.2761402		2.3429356		2.3730097						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_136015_PI403524517		-5.3139973		-2.4097974		5.3139973		down

		35_38706		0		-0.38779926		-0.34219456		-0.39285183		-0.9343548		-0.43339157		-0.9855943		-0.7097349		-0.7621021		-0.8423152		0.05327797		0.3002243		-0.48984814		-0.25545788		0.44047546		0.82115173		1.1318932		1.0278654		1.0459795		0.27214336		-0.053277016		0.34541893		-0.6762371		-0.2872181		-0.8408313		-0.51689816		-0.6151619		-0.4449749		0.5199213		0.89657116		0.49022007		0.41670036		1.6917934		0.68142796		0.9902859		0.9983244		1.0999804		2.00E-09		CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein		AT1G62760.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned Hin1 PRK12323 		3.00E-24		Cluster: Putative harpin inducing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative harpin inducing protein - Oryza sativa (japonica cultivar-g		UniRef90_Q75LJ9		1.00E-25		CHR03V5|COORD:35079129..35080150|protein harpin-induced protein, putative, expressed		LOC_Os03g62010.1		CUST_138014_PI403524517		-2.1379247		-1.0962111		2.1379247		down

		35_4115		0		0.10105753		0.18254232		-0.09664345		-0.95698357		-1.2091837		-1.0027971		-0.8576274		-0.75400734		-0.8897133		1.0591121		0.96487		1.005105		0.66902447		0.39998817		0.8403115		1.4744449		1.4522629		1.6484299		-0.35318375		0.44590712		-0.15681314		0.04505968		-0.36441517		-0.69987345		0.39671516		-0.030537605		0.030538082		1.0904965		1.3659344		1.1840706		-0.16228056		-0.30809975		-0.06805992		-0.6513128		-0.9430084		-0.40954733				0		0		35.2		0		not assigned.unknown				 no description		2.00E-15		Cluster: Hypothetical protein OJ1004_E02.13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1004_E02.13 - Oryza sativa (japonica cultiv		UniRef90_Q75KZ0		1.00E-16		CHR05V5|COORD:23895303..23896554|protein expressed protein		LOC_Os05g40890.2		CUST_14338_PI403524517		-3.1740453		-1.6663227		3.1740453		down

		35_41370		0		0.5250554		-0.010435581		0.10112858		0.2723713		0.76236105		0.6543226		0.42506123		0.0285182		0.8228431		0.010435581		-0.43508434		-0.37565947		-0.18759441		-0.47612095		-0.6448674		-1.1991735		-1.0028028		-1.2426791		-0.03513241		-0.33053446		-0.6279211		-0.5262933		-0.51475763		-0.18115616		-0.58253336		-0.3810506		-0.36328506		0.24715662		0.56979465		0.40045023		1.6195073		1.6899858		1.5054107		1.3840547		1.6505108		1.67728						0		35.2		0		not assigned.unknown				 no description		7.00E-12		Cluster: Hypothetical protein P0519D04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.18 - Oryza sativa (japonica cultivar-g		UniRef90_Q5N7L8		2.00E-13		CHR01V5|COORD:28672690..28677882|protein expressed protein		LOC_Os01g49310.2		CUST_147861_PI403524517		-3.0051224		-1.5874238		3.0051224		down

		35_41488		0		0.02901125		-1.0845006		0.09872985		0.043181658		-0.8368883		0.5420232		-0.51781464		-0.029011011		0.33773685		-1.0484519		-0.9917586		-2.2480373		-0.9210069		-1.0664251		-1.0213113		-1.9944164		-0.7694099		-0.8013141		-0.24930048		-0.3466959		-0.41072536		-0.63761353		0.09923172		-0.5461874		0.53344846		0.0704031		1.0646996		1.477385		1.5821552		0.7038889		1.905242		2.035276		1.517509		1.9288807		1.8763723		1.6680188						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_148302_PI403524517		-3.2036548		-1.6797187		3.2036548		down

		35_41524		0		-4.3871584		-4.07495		-4.1971993		-5.09691		-4.894703		-4.8609095		-4.279313		-4.4616523		-4.857391		-3.7001367		-3.3248615		-3.380952		-2.121151		-3.736878		0.20996189		-3.606791		-3.8180337		-3.6777086		-0.14825058		1.1980124		0.6297884		0.5749712		0.18056679		0.14825058		0.6822033		0.4640627		0.6070423		1.2685661		1.375		1.6279821		1.2146463		1.284442		1.267211		1.5155706		1.2496214		1.3361359						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_148427_PI403524517		-2.9289935		-1.550405		2.9289935		down

		35_4191		0		-0.24379301		-0.47107124		-0.6186156		-0.23061085		0.0075469017		-0.22482824		-0.3353629		-0.40392065		0.12942934		-0.16936255		0.30092287		0.31861353		0.110422134		0.06770468		0.07458687		-0.07953167		0.050896168		-0.078362465		-0.9806843		-0.12627745		-0.4933672		-0.22699785		-0.83031034		-0.14034462		-0.040666103		0.15299845		-0.0075469017		5.3488727		5.456306		5.6872067		5.0093093		5.2817826		5.077955		5.204307		4.685659		4.7245336		8.00E-21		CHR5V7|COORD:8541825..8542157| FPF1 (FLOWERING PROMOTING FACTOR 1)		AT5G24860.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (92.8)AT5G24860| Symbols: FPF, FPF1 | FPF1 (FLOWERING PROMOTING FACTOR 1) | chr5:8541825-8542157 FORWARDPRK12323 PRK07764 		8.00E-35		Cluster: Hypothetical protein P0470D12.115; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0470D12.115 - Oryza sativa (japonica cultivar		UniRef90_Q8H475		1.00E-37		CHR07V5|COORD:28366202..28366653|protein flowering promoting factor-like 1, putative, expressed		LOC_Os07g47450.1		CUST_14562_PI403524517		-44.11619		-5.4632363		44.11619		down

		35_4313		0		0.29093647		-0.4815197		-0.030142784		0.12443447		0.008313179		0.14069748		0.7209759		0.45802212		0.30115032		0.21277618		-0.35911083		-0.66055775		-0.5413561		-0.49478912		-0.90988255		0.05114937		0.14620972		0.182724		-0.27569103		-0.92139053		-0.30858994		-0.8315382		-0.5456753		-0.9608154		-0.6254711		-0.7975788		-0.92345524		-0.31275368		2.1862707		-0.008313179		1.1792088		1.5327177		1.0964298		1.4487705		1.262042		1.229496		8.00E-10		CHR1V7|COORD:30408755..30409441| J8; heat shock protein binding / unfolded protein binding		AT1G80920.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned DnaJ PRK12323 DnaJ PRK07764 DnaJ PRK07003 TT_ORF1 CbpA 		4.00E-36		Cluster: Hypothetical protein P0453H04.34-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0453H04.34-1 - Oryza sativa (japonica cultiv		UniRef90_Q67UQ4		2.00E-37		CHR06V5|COORD:26646797..26645327|protein dnaJ protein, putative, expressed		LOC_Os06g44160.1		CUST_14959_PI403524517		-3.3776228		-1.7560083		3.3776228		down

		35_4321		0		0.09047508		-0.72069407		-0.16861153		-0.41080523		-0.59059		-0.16124058		0.08563709		-0.22390556		0.3185706		0.01573658		-0.18213654		-0.015737057		-0.17185163		0.20135689		-0.09202671		-0.16768456		0.11586857		-0.16517544		-0.81817627		-0.46260452		-1.049469		-0.43275833		-0.5302193		-0.5676272		0.63892746		0.7133136		0.54663754		0.6233568		0.44305468		0.52950907		1.2710052		1.1404762		1.016541		0.8183608		0.8678436		0.62720156		8.00E-11		CHR1V7|COORD:23241239..23242177| invertase/pectin methylesterase inhibitor family protein		AT1G62760.1		35.2		0		not assigned.unknown				 no description		2.00E-05		Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86		UniRef90_Q4A2B5				0		0		CUST_14987_PI403524517		-2.0466413		-1.0332583		2.0466413		down

		35_4387		0		-0.17489028		-0.8117418		-0.9122672		-0.71587753		-1.8193743		-1.7614188		-0.92867184		-0.7164123		-0.017022371		0.017022371		-1.1060247		-1.912209		-0.9791212		-0.76370835		-1.53695		-1.9065936		-1.6558192		-1.2169074		0.38676333		0.206599		-0.49963593		0.26211834		0.092017174		0.43690085		0.9311085		1.2059116		0.5168333		0.52328634		2.0219336		1.8693862		2.2571588		2.8808904		2.3417273		2.3001647		2.5530863		2.6568003				0		0		35.2		0		not assigned.unknown				 no descriptionnot assigned NAD_binding_2 		2.00E-08		Cluster: Putative 3-hydroxyisobutyrate dehydrogenase, mitochondrial; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-hydroxyisobutyrate		UniRef90_Q653U8		8.00E-10		CHR06V5|COORD:28138206..28141556|protein 3-hydroxyisobutyrate dehydrogenase, mitochondrial precursor, putative, expressed		LOC_Os06g46372.1		CUST_15217_PI403524517		-3.3937223		-1.7628685		3.3937223		down

		35_43961		0		-0.5364642		-0.71829534		-0.87249756		-0.14083242		-0.13726091		-0.5371554		0.35750484		-0.04264307		0.017207623		-0.5865171		-0.27000713		-1.1744962		-0.3536613		-0.44468474		-0.65711355		-0.71244264		-1.1263251		-0.5722554		0.28004122		-0.017207623		-0.64265585		0.21023178		0.38225842		0.10462141		0.911242		0.782146		0.24535513		0.12246895		1.4405389		1.2624493		1.9529681		2.4099493		1.7780566		2.165429		2.1651525		2.4310346						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_157433_PI403524517		-2.8223376		-1.4968905		2.8223376		down

		35_44063		0		-0.5176389		0.29963613		-1.483361		0.5173602		0.34709477		0.40573192		-0.5246484		-0.44124603		0.6047635		0.5964627		-0.85982513		-0.5797715		0.79140186		0.35048652		0.0047209263		-2.0440583		-0.2721119		-1.3348603		-1.056416		-2.1752794		-2.0442066		-0.2073276		-0.0047211647		-0.1928792		-1.0421028		-0.359365		-0.09628415		1.4483104		0.88912296		1.1051097		1.7260642		1.7214026		2.007628		1.5764832		2.2205758		1.981739						0		35.2		0		not assigned.unknown				 no description		2.00E-13		Cluster: OSJNBb0006N15.4 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBb0006N15.4 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XMJ5		5.00E-15		CHR04V5|COORD:18153480..18157126|protein resistance protein KR4, putative		LOC_Os04g30690.1		CUST_157822_PI403524517		-5.38272		-2.4283354		5.38272		down

		35_44749		0		0.51927376		0.21159744		0.6833124		-1.3219709		-1.0706615		-1.325326		-0.39398146		-1.2178917		-1.1265063		2.2514353		1.0282516		0.41506863		-0.9175191		-0.99269867		-1.1217618		-0.5720396		-0.6288214		-0.53264904		0.52648306		0.39760923		0.39948416		-0.69537354		-0.6150608		-1.1823006		-0.39878607		-0.4408307		-0.21159744		1.5943146		5.3963337		3.8119335		2.2653503		4.0614967		2.236658		3.026578		2.9036274		3.0117865						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_160366_PI403524517		-10.498055		-3.3920503		10.498055		down

		35_45008		0		0.5051265		-0.6565275		-0.33099985		-0.6360208		-0.008652449		-0.05514145		1.0864625		0.10606384		0.24634957		0.862571		0.18280816		-0.031202078		0.56937766		0.46936774		-0.0055451393		-1.1726645		-0.27818298		-0.8038075		-1.2253823		-0.5353484		-1.2645761		-0.824793		-1.1319095		-0.73469234		-0.5243262		0.0055451393		-1.1405185		1.3277755		2.6082556		2.6640623		3.6392643		3.665702		3.3712165		3.4886339		2.854524		2.928035		3.00E-12		CHR3V7|COORD:12354988..12355323| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24920.1); similar to At5g57685 [Medicago truncatula]		AT3G30725.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (68.2)AT3G30725| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G24920.1); similar to At5g57685 [Medicago truncatula] (GB:ABE81292.1) | chr3:12354988-12355323 FORWARD		1.00E-24		Cluster: Hypothetical protein P0505A04.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0505A04.26 - Oryza sativa (japonica cultivar-g		UniRef90_Q67VL6		7.00E-26		CHR06V5|COORD:25654527..25655233|protein expressed protein		LOC_Os06g42660.1		CUST_161330_PI403524517		-13.635302		-3.7692747		13.635302		down

		35_45160		0		-0.89550877		-0.014444828		-0.33430147		-0.5326872		-0.67452765		-0.740031		-1.168292		-0.912189		0.26205134		0.31283188		0.49154425		0.35314322		0.35841823		-0.3520193		0.14155245		-0.5397382		-0.27039433		-0.11648059		-0.32497454		-0.67187333		-0.25736904		-0.8873124		-1.1118443		0.01444459		-0.3720131		0.3021946		0.57834435		1.102406		1.3302126		1.8400607		2.405799		2.4117103		2.197442		1.98951		3.0227013		2.5330215						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_161898_PI403524517		-5.263121		-2.3959186		5.263121		down

		35_46055		0		-0.33961344		-0.29937458		-0.09146023		-0.03916645		0.20901728		0.29261208		-0.8415494		0.018128395		0.6801362		0.046651363		-0.018127918		-0.03955841		0.1755476		0.36354923		0.36832666		-0.5532837		-0.6463909		-0.17690516		-0.75317335		-0.049147606		-0.4693861		-0.38226604		-0.878531		0.3815012		-0.3725133		-0.0458889		-0.08689737		0.320611		0.53522015		0.61471987		0.7865572		1.0304437		0.8869276		0.8824878		0.999928		0.97801065						0		35.2		0		not assigned.unknown				 no description		2.00E-06		Rep: Blz-1 protein - Hordeum vulgare (Barley)		UniRef90_P93667				0		0		CUST_165260_PI403524517		-2.1093535		-1.076801		2.1093535		down

		35_46666		0		-0.934782		-0.85912466		-0.69573164		0.15695333		0.15578985		-0.06811285		0.35493994		0.26408958		-0.65734386		1.1455345		1.0933414		0.74199677		1.2215972		0.6856437		1.4459372		1.4238434		1.0831113		1.0626535		-1.0145693		-0.8982463		-0.7511091		0.51818275		0.57424355		0.14435148		-0.025314331		-0.5308757		-0.07360029		-0.010625839		0.010625839		0.13501835		-0.09818792		-0.24607038		-0.47956562		-0.51370335		-0.8895731		-0.38206053						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_167541_PI403524517		-2.5563922		-1.3541092		2.5563922		down

		35_47283		0		-0.04429531		0.030855656		0.5014281		-0.35993814		-0.04340458		-0.75048304		-0.14870644		-0.10110712		0.011863232		1.2075806		0.29297113		-0.07798052		-0.077727795		-0.09954882		-0.6997013		-0.6252036		-0.7135582		-0.3686471		-0.48747158		0.17510843		-0.36663866		0.40685797		-0.011862755		0.18240404		-0.054082394		0.098685265		-0.39708853		0.08245134		1.378911		0.8330345		1.3725266		1.826149		1.4879756		1.3703012		1.5139046		1.4881878		4.00E-36		CHR5V7|COORD:3676748..3678947| similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of		AT5G11500.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 147)AT5G11500| Symbols:  | similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAT07560.1); contains InterPro domain Protein of unknown function DUF814; (InterPro:IPR008532) | chr5:3676748-3678947 FORWARDnot assigned DUF814 		2.00E-39		Cluster: Hypothetical protein P0046E05.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0046E05.12 - Oryza sativa (japonica cultivar-g		UniRef90_Q943H0		9.00E-41		CHR01V5|COORD:31784397..31780181|protein coiled-coil domain-containing protein 25, putative, expressed		LOC_Os01g54670.1		CUST_169753_PI403524517		-2.482765		-1.3119477		2.482765		down

		35_4875		0		0.7972679		-0.27040863		0.52182674		0.0073838234		0.29298162		-0.09289503		1.1451159		0.7720194		0.2866912		0.92379665		0.18716717		-0.8004651		-0.51457214		-0.908412		-0.80966806		-0.9000659		-1.1492553		-1.0359855		-0.76683235		-0.23779821		-1.5061178		-0.31649256		-0.4861226		-0.5509944		-0.07350063		-0.0073833466		-0.23934603		0.12127161		2.0552912		1.1582546		2.5322332		2.8418064		2.6275015		2.9608307		2.689702		2.6448154		1.00E-13		CHR1V7|COORD:9481775..9482563| similar to conserved hypothetical protein [Medicago truncatula] (GB:ABE92577.1); contains InterPro domain		AT1G27290.1		35.2		0		not assigned.unknown				 no descriptionnot assigned PRK12678 PRK12323 		5.00E-26		Cluster: Hypothetical protein P0592G05.6; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0592G05.6 - Oryza sativa (japonica cultivar-gro		UniRef90_Q8RYH1		2.00E-27		CHR01V5|COORD:40698798..40700467|protein expressed protein		LOC_Os01g69870.2		CUST_16880_PI403524517		-6.2604		-2.6462548		6.2604		down

		35_48765		0		0.09849405		0.090982914		0.7042999		-0.79331255		-0.40435028		-0.96128273		0.047004223		-0.121589184		-0.3110757		0.29357004		0.024109364		0.32355833		-0.21244144		-0.024109364		-0.28117037		-0.25148678		-0.27053595		-0.14776516		-0.23843384		-0.08479118		0.1335187		-0.43811083		0.03818226		-1.202085		-0.103238106		-0.77541447		-0.6132455		0.3331747		1.0892725		0.7987819		1.7923479		1.2549162		1.3548632		1.3901691		0.8220782		0.6240635						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_175194_PI403524517		-2.6682994		-1.4159206		2.6682994		down

		35_49245		0		-0.3213687		-0.49196053		-0.16267681		-0.4508772		-0.19756031		-0.81415224		-0.28675318		-0.8008704		-0.22256231		0.5641465		0.6073928		0.8020177		-0.03518963		0.26265955		-0.21429491		-0.6202831		-0.5572884		-0.16683197		-1.1219277		0.07768202		-1.0550773		0.03518915		-0.9464302		-0.26351976		0.13065386		0.118123055		0.3623023		0.80446005		0.70725346		0.6494789		1.0955911		1.0593677		1.0830879		0.93329287		0.36703444		0.19202948						0		35.2		0		not assigned.unknown				 no description		6.00E-18		Cluster: Os05g0116700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0116700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DL86				0		0		CUST_177000_PI403524517		-2.0872772		-1.0616223		2.0872772		down

		35_49375		0		-0.5660095		-0.24533367		-0.75794744		-0.29904366		0.055719376		-0.35946894		-1.2352304		-0.779634		-0.036491394		0.22023869		-0.07117128		-0.19011116		-0.6034503		0.1375413		-0.5528641		0.16371536		0.26144648		0.35881138		-0.59796715		1.0592508		-0.9141264		-0.3757105		0.023241997		-0.46254015		-0.023242474		-0.15415859		0.08512354		1.4619818		1.0800662		0.687274		0.8532071		1.1777582		0.8005452		0.89826727		1.0743628		0.8497696						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_177504_PI403524517		-2.2009878		-1.1381512		2.2009878		down

		35_4938		0		-0.890574		-0.64459324		-0.80360746		-1.0510654		-1.2248816		-1.003933		-2.0321188		-1.3431115		-1.0145144		-0.8199687		-0.37347794		-0.6967735		0.6657429		0.74196243		1.1021748		2.1880722		2.2095928		2.176118		0.26281738		-0.23621178		0.31730747		0.033169746		-0.20100117		-0.033169746		0.33545685		0.21669388		0.14437103		-1.086482		-0.2653923		-0.25593758		0.481699		0.25528145		0.45698166		0.5775728		0.21306896		0.035930634		5.00E-06		CHR5V7|COORD:3872652..3873197| proline-rich family protein		AT5G11990.1		35.2		0		not assigned.unknown				 no description		3.00E-06		Cluster: Putative membrane protein; n=1; Emiliania huxleyi virus 86|Rep: Putative membrane protein - Emiliania huxleyi virus 86		UniRef90_Q4A2B5		4.00E-07		CHR11V5|COORD:5706717..5706014|protein expressed protein		LOC_Os11g10470.1		CUST_17075_PI403524517		-3.7615204		-1.9113159		3.7615204		down

		35_49749		0		-2.1384835		-1.8912354		-2.1277738		-1.0065403		-1.1025991		-1.0686178		-1.4911027		-1.197782		-0.86625385		0.47300863		0.2534995		0.67252684		0.5875373		0.5032182		0.164433		0.49541998		0.6009841		0.4929614		-2.5020776		-1.2258854		-1.7498236		-0.5408397		-0.69437695		-0.90143824		-0.50863504		-0.164433		-0.18602228		0.49487638		0.6014886		0.68938494		0.7474799		0.60516405		0.6253886		0.43743277		0.18578053		0.28946257						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_178863_PI403524517		-3.741911		-1.9037752		3.741911		down

		35_49948		0		0.07183933		0.21633053		0.09998226		0.24329758		-0.042110443		0.08180332		-0.008634567		-0.040477753		-0.02339077		0.43844223		0.16790867		0.5022278		-0.11401844		0.008634567		-0.44992256		-0.2387619		-0.034165382		-0.077638626		-0.7621107		-1.5669556		-1.0708857		-1.3547611		-1.3128338		-1.3573294		-1.3292799		-1.3467875		-1.355279		0.7302685		0.60033035		0.5901413		0.15949345		0.24364471		0.22315407		0.105957985		0.07253742		0.16024971						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_179600_PI403524517		-3.017922		-1.5935555		3.017922		down

		35_50016		0		-0.042967796		-0.012263775		0.040521145		-0.60251427		-0.7034807		-0.79111814		-0.29627037		-0.17384052		-0.62706375		0.2427535		0.10549879		-0.31379843		0.12807989		-0.13215494		0.012263775		1.0668311		1.0363402		1.1029782		-0.45906687		0.04270172		-0.20245218		-0.57760763		-0.7456999		-1.0033422		-0.35153198		-0.49332714		-0.30168772		0.1540904		0.27843618		0.3492856		0.74813986		0.68796015		0.7373471		0.920794		0.9514451		0.8192029						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_179849_PI403524517		-2.1170852		-1.0820794		2.1170852		down

		35_50354		0		-1.0957355		-1.4331541		-1.3333435		-0.7314224		-0.9478855		-1.1074133		-1.1838188		-1.2508526		-0.978632		-0.11057758		-0.043397903		-0.27345943		0.098311424		0.18882656		0.33393764		0.043397903		0.103918076		0.050133705		-0.52175903		0.10735607		-0.20768642		0.42756462		0.08874321		0.46797466		0.24845219		0.31209946		0.22728729		-0.6179981		-0.2810421		-0.06450367		0.2528801		0.48618603		0.24198723		-0.07091427		0.33578777		0.31209946		2.00E-04		CHR5V7|COORD:12679602..12679958| glycine-rich protein		AT5G33390.1		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_181065_PI403524517		-2.2368727		-1.1614832		2.2368727		down

		35_50583		0		0.02661419		0.05840969		0.4629774		-0.06712246		0.31478405		-0.29588652		-0.67908573		-0.4302807		-0.02661419		-0.07553673		-0.20643091		0.08548355		0.11396408		0.4888525		-0.8087163		0.5871334		0.563941		0.56139946		-2.7586408		-2.0112276		-1.8606453		-1.7861438		-1.8156242		-1.1976604		-1.921329		-1.2925897		-1.7636323		-0.4201498		0.12487888		0.5239935		1.0739126		1.2820864		1.2334499		0.81502724		1.0508995		1.1647844						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_181940_PI403524517		-5.9961715		-2.5840416		5.9961715		down

		35_5404		0		-0.086110115		-0.22465515		0.10303402		0.20380116		1.1161413		0.59063053		0.84064674		0.8633261		0.7560015		-1.4792624		-1.3274641		-1.2141781		-0.0048589706		0.10029602		0.0048599243		0.19785881		0.044075966		0.053040504		-0.8961439		-0.26555347		-0.62932396		-1.0251474		-0.76462746		-0.9783201		-0.5334835		-0.82097054		-0.7561388		-1.3131609		-0.52939224		-0.25952148		1.6628456		1.6427641		1.7051907		1.7550011		1.7108774		1.7693472				0		0		35.2		0		not assigned.unknown				 no descriptionPRK07764 		7.00E-22		Cluster: Hypothetical protein P0657H12.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0657H12.23 - Oryza sativa (japonica cultivar-g		UniRef90_Q6EPF4		4.00E-05		CHR08V5|COORD:27752607..27750800|protein recombination protein O, RecO, putative, expressed		LOC_Os08g44300.1		CUST_18685_PI403524517		-3.1295652		-1.6459622		3.1295652		down

		35_5441		0		-0.6921468		-1.8144608		-1.0002084		-1.4160881		-1.3609324		-1.4449639		-0.8873396		-0.87759304		-1.0324798		0.86297894		0.16750526		-0.15842628		0.30278015		0.056629658		0.59360504		-0.047926903		-0.08297777		-0.061888695		0.02343893		-0.6109271		0.07722378		0.73078156		0.39339304		0.3568139		0.704154		0.6900263		0.43337154		0.0706954		0.14609098		-0.02343893		0.3818903		0.17793989		0.41234112		-0.03514242		-0.09234381		-0.13092947				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_18796_PI403524517		-2.550789		-1.3509436		2.550789		down

		35_5500		0		-0.7537298		-0.5028467		-0.76098156		-1.0028505		-0.9659114		-0.83251333		-1.4366078		-1.3246684		-0.9496703		0.3571396		0.43371964		0.6743002		0.4880495		0.6587572		0.43709087		0.8093834		0.8301115		0.7497759		-0.5238786		0.5877199		0.18778324		0.20725822		-0.024014473		0.06795597		-0.07021141		0.02401352		0.23051739		0.25398922		0.36359787		0.47319412		-0.05058956		-0.1492753		-0.15800047		-0.38008165		-0.4306841		-0.4442873				0		0		35.2		0		not assigned.unknown				 no description		5.00E-08		Cluster: Hypothetical protein P0473D02.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0473D02.10 - Oryza sativa (japonica cultivar-g		UniRef90_Q6YZ14		2.00E-09		CHR08V5|COORD:2283046..2287271|protein csAtPR5, putative		LOC_Os08g04590.1		CUST_18985_PI403524517		-2.932258		-1.552012		2.932258		down

		35_6022		0		-0.99812984		-1.0788307		-1.020834		-0.9976816		-0.90197086		-0.90137863		-0.35529804		-0.8306551		-0.8027811		-0.74824333		-0.60419464		-0.9526634		-1.3230209		-1.2462864		-0.78622246		-0.87410545		-0.57737637		-0.85697746		1.052989		0.45334816		0.876461		0.59694004		1.1714249		0.35529804		0.7768755		0.8819933		0.8612013		1.2394953		3.1199045		1.0292873		2.0642395		2.3473291		1.8249407		2.6372108		2.247445		2.2813177		2.00E-07		CHR1V7|COORD:9078127..9079563| proline-rich extensin-like family protein		AT1G26240.1		35.2		0		not assigned.unknown				 no description		4.00E-28		Cluster: Hypothetical protein OJ1226_A12.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1226_A12.9 - Oryza sativa (japonica cultivar		UniRef90_Q67W63		2.00E-29		CHR06V5|COORD:26383997..26384662|protein expressed protein		LOC_Os06g43810.1		CUST_20735_PI403524517		-2.4745767		-1.3071818		2.4745767		down

		35_6215		0		-1.603014		-1.3920035		-1.6535066		-0.98902416		-0.75791717		-2.0550632		-0.42689228		-0.94868445		-0.6998191		-0.29226542		-0.86426544		-0.074845314		0.72275734		1.1659636		0.8500705		1.6829147		1.4874144		1.3083129		1.2749205		-1.7587585		1.0082974		-0.9359343		-1.0533056		-0.18417859		-0.53892064		0.9076648		0.9859052		-0.7084408		0.42780876		0.074845076		0.52206373		1.3568912		0.14938211		0.81004715		0.37848568		0.37406945				0		0		35.2		0		not assigned.unknown				 no description		3.00E-13		Cluster: Hypothetical protein OJ1743_B12.36; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1743_B12.36 - Oryza sativa (japonica cultiv		UniRef90_Q6ZGY1		5.00E-10		CHR04V5|COORD:29579135..29582671|protein expressed protein		LOC_Os04g49954.1		CUST_21419_PI403524517		-3.566885		-1.8346647		3.566885		down

		35_6253		0		0.22002602		-0.27808762		-0.09241009		-0.27808762		-0.07394123		-0.11140251		-0.48903847		-0.43936157		-0.5593338		0.13407898		0.22218227		0.056944847		0.5854635		0.52679443		0.64730644		0.060378075		-0.02366066		0.023661613		-0.96899796		-0.23507881		-0.79896545		-0.3903942		-0.58764553		-0.56683445		-0.78273964		-0.8027077		-0.97468567		0.23049259		0.25079823		0.3818798		1.0048723		1.2561111		1.0235701		1.2717476		1.2982254		1.3268967		3.00E-07		CHR1V7|COORD:1973991..1974272| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G26790.1); similar to hypothetical protein MtrDRAFT_AC157648g13v1		AT1G06475.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned 		2.00E-16		Cluster: Hypothetical protein P0003E08.32; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0003E08.32 - Oryza sativa (japonica cultivar-g		UniRef90_Q5SN49		2.00E-33		CHR05V5|COORD:28050757..28050069|protein expressed protein		LOC_Os05g49080.1		CUST_21547_PI403524517		-2.9742296		-1.572516		2.9742296		down

		35_6287		0		-0.38905048		-0.17875719		-0.21019793		-0.48309278		-1.049098		-0.9897208		-0.15755033		-0.6623721		-0.46145487		1.1863513		1.0869002		1.4404202		0.9116607		1.0194154		0.7121749		1.0155439		0.67998266		0.9242096		-0.038304806		-0.4145608		0.038304806		-0.5935497		-0.7669225		-1.292294		-0.5952172		-0.8396106		-0.86525774		0.8965831		0.9162159		0.8806124		0.7912588		0.6768975		0.8080802		0.3659296		-0.25691414		1.1289105				0		0		35.2		0		not assigned.unknown				 no description				0		0		6.00E-06		CHR10V5|COORD:19948802..19948495|protein hypothetical protein		LOC_Os10g37870.1		CUST_21662_PI403524517		-2.8410795		-1.5064392		2.8410795		down

		35_6429		0		0.13170624		0.5188284		-0.019410133		0.0680809		0.01864338		0.2916355		0.20801067		0.15338707		0.4712		-0.3147812		-0.04590702		-0.65874195		-0.17370796		-0.01864338		0.22122765		-0.59285545		-0.6249037		-0.66076183		-1.4212508		-0.17201996		-0.6830292		-0.4086361		-0.44139385		-0.71462536		-0.5641155		-0.3743019		-0.13631248		1.5998192		1.7466984		1.8279209		2.1460295		2.271244		2.3715363		2.3647614		2.3333502		2.2384129				0		0		35.2		0		not assigned.unknown				 no description		1.00E-17		Cluster: Os02g0282500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0282500 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0E209		2.00E-18		CHR02V5|COORD:10503047..10508539|protein NB-ARC domain containing protein, expressed		LOC_Os02g18080.1		CUST_22123_PI403524517		-6.2599964		-2.6461618		6.2599964		down

		35_6454		0		1.2054071		0.3676114		1.8748069		1.2904196		0.8666296		0.8439188		2.516625		2.2520747		1.8064523		-0.106990814		-0.38131714		-0.51631784		-1.7979593		-1.5569291		-1.676209		-2.138217		-2.28635		-1.9912171		-2.4507365		-1.8090515		-3.6329033		-2.4971013		-2.3313682		-2.4259267		-2.1532497		-2.1662552		-2.0418706		0.106990814		2.2294621		1.4816341		2.2305074		2.6744933		2.176991		2.895968		2.663094		2.687529				0		0		35.2		0		not assigned.unknown				 no description		7.00E-27		Cluster: Hypothetical protein P0552F09.132; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0552F09.132 - Oryza sativa (japonica cultivar		UniRef90_Q7X770		3.00E-28		CHR07V5|COORD:25534224..25537605|protein expressed protein		LOC_Os07g42650.2		CUST_22213_PI403524517		-22.899382		-4.5172367		22.899382		down

		35_6584		0		0.2806692		-0.63767433		0.009774208		-0.28673172		-0.41288185		-0.48946667		-0.09738445		-0.30887604		-0.38294792		0.75947666		0.16153717		-0.11701965		0.31604958		-0.037652016		0.42050648		-0.10201359		-0.1902647		-0.11924744		-0.3632908		-0.009774208		-0.8426027		0.2930851		-0.1779089		0.19076061		0.26304054		-0.07248783		-0.49831772		0.20458984		0.65252686		0.9848175		2.1237822		2.1142883		2.2242804		2.2150812		2.3590794		2.3176584		1.00E-07		CHR1V7|COORD:17885804..17887523| F-box family protein		AT1G48400.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 DUF566 Gag_spuma PRK09169 DUF1777 PRK07003 PRK07764 Transformer TT_ORF1 Umbravirus_LDM Tymo_45kd_70kd 		3.00E-40		Cluster: Hypothetical protein OSJNBa0062J02.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0062J02.24 - Oryza sativa (japonica		UniRef90_Q67WY8		1.00E-41		CHR06V5|COORD:26497431..26495540|protein expressed protein		LOC_Os06g43990.1		CUST_22675_PI403524517		-3.5399606		-1.8237333		3.5399606		down

		35_7133		0		-0.18824387		-0.31462765		-0.3571329		-0.32786274		0.037875175		-0.35754585		-0.2712183		-0.44484234		-0.21585655		0.45972633		0.10873127		-0.19156265		0.08426666		0.017365456		-0.01736641		0.09874821		0.039269447		0.11367607		0.28935528		-0.5008116		-0.08826828		-0.61985016		-0.3876152		-0.755167		-0.39617252		-0.5096512		-0.51197624		0.75385857		0.7694988		0.27971077		0.6093464		0.6155529		0.61693954		0.74666786		0.61838055		0.6876354		7.00E-06		CHR3V7|COORD:22290842..22291608| UCC3 (UCLACYANIN 3); copper ion binding		AT3G60280.1		35.2		0		not assigned.unknown				 no description		4.00E-08		Cluster: Hypothetical protein; n=1; Anaeromyxobacter sp. Fw109-5|Rep: Hypothetical protein - Anaeromyxobacter sp. Fw109-5		UniRef90_A1HY15		2.00E-06		CHR01V5|COORD:15340141..15333878|protein RNA binding protein, putative, expressed		LOC_Os01g26940.1		CUST_24574_PI403524517		-2.0275671		-1.0197498		2.0275671		down

		35_7553		0		-0.78732777		-0.57396984		-0.6230526		-0.5977011		-0.69851685		-0.6692047		-0.6856642		-0.8041692		-1.4376636		1.0437965		0.8409138		0.6064682		1.1118402		0.39512634		0.9172926		0.44735527		0.18560505		0.38969994		-1.1161933		-0.1856041		-0.67002964		-0.27140808		-0.9037452		-0.4301529		-0.73327446		-1.1013746		-1.4457364		1.3581886		1.280386		1.4055281		1.3850727		1.4583998		1.5922337		1.5219193		1.6516056		1.5347624		1.00E-05		CHR3V7|COORD:10807368..10809606| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein [Burkholderia		AT3G28780.1		35.2		0		not assigned.unknown				 no description		8.00E-25		Cluster: Hypothetical protein P0020C11.24; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0020C11.24 - Oryza sativa (japonica cultivar-g		UniRef90_Q6Z7E4		4.00E-26		CHR02V5|COORD:21452475..21452107|protein hypothetical protein		LOC_Os02g35710.1		CUST_26070_PI403524517		-2.6831536		-1.4239297		2.6831536		down

		35_8314		0		-0.42672062		0.027843475		-0.027844429		0.24206448		-0.4285612		-0.52806854		-0.435606		-0.7861719		-1.0177536		1.165968		1.04498		0.8522701		1.3529148		1.3472681		1.2983017		2.6729116		2.5209255		2.6099024		2.5461159		0.040772438		2.3356562		-0.12672806		0.4312048		-0.7894974		-0.09700775		-0.24131203		-0.60074806		1.352478		1.497014		0.7412405		-1.1203494		-1.7163782		-1.3410964		-1.9973326		-2.8554697		-2.887549		4.00E-19		CHR5V7|COORD:1557117..1557836| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56360.1); similar to unknown protein [Oryza sativa (japonica		AT5G05250.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (65.9)AT5G05250| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G56360.1); similar to unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAP03420.1) | chr5:1557117-1557836 REVERSEnot assigned not assigned not assigned PRK12323 PRK07764 Transformer 				Cluster: Hypothetical protein OSJNBb0016H12.18; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0016H12.18 - Oryza sativa (japonica		UniRef90_Q84R34				CHR03V5|COORD:30154305..30155477|protein expressed protein		LOC_Os03g52680.1		CUST_28785_PI403524517		-4.0765886		-2.0273623		4.0765886		down

		35_8602		0		-4.14809		-4.233533		-4.1919765		-4.2318172		-4.2401905		-4.258133		-4.239728		-1.9950519		-4.2572975		-0.63101053		-4.2318754		-3.794286		-1.0541339		-4.222351		0.9364028		-4.21397		-4.1545057		-4.193547		0.37083912		0.06585789		-0.06585789		0.6108613		0.1374383		0.18012714		1.0209827		1.1269021		1.0786691		2.193416		2.4431143		2.459495		3.0015492		3.0722632		3.1706872		3.0067468		2.9090705		2.8241878				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_29793_PI403524517		-4.86978		-2.2838566		4.86978		down

		35_8661		0		-0.78509665		-1.1438628		0.50406003		-1.4001341		-1.4425455		-1.3639292		-1.1713126		-1.1573175		-1.405894		-0.5859678		-1.1377673		2.1865535		-1.3971385		-1.4221432		-1.4790081		-0.8353964		-0.3536377		-1.0359695		-0.9619597		1.7334266		0.655246		1.3368287		-0.9662708		1.2971697		1.0467496		1.3368287		0.3536377		3.6506085		3.7714095		4.2453704		4.810187		4.8619814		4.667385		4.547037		4.840267		4.726551				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_30003_PI403524517		-14.024761		-3.8099043		14.024761		down

		35_8678		0		-1.0025988		-0.62457657		-0.34084463		-0.68736506		-0.5803561		-0.6829524		-0.85434103		-0.8600397		-0.49079514		0.13384295		0.44115686		0.08814573		0.7456527		0.39663935		0.9961281		0.439157		0.43153143		0.42522144		-1.7009912		0.07639885		-0.7965579		-0.28518915		-0.78701544		-0.41749382		-0.094335556		-0.02936697		-0.16352892		0.29803228		-0.5141759		0.02936697		0.4361081		0.7152219		0.444026		0.7304959		0.581192		0.33148956				0		0		35.2		0		not assigned.unknown				 no description		2.00E-24		Cluster: OSJNBa0083D01.8 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0083D01.8 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XVF0		6.00E-26		CHR04V5|COORD:18264737..18256224|protein transposon protein, putative, unclassified		LOC_Os04g30870.1		CUST_30065_PI403524517		-2.1972592		-1.135705		2.1972592		down

		35_8938		0		-1.0767374		-1.2119169		-1.72279		-0.9781933		-1.6096408		-1.5636225		-0.4912901		-0.76030445		-1.0170116		0.2680316		0.056921005		-0.3712883		-0.13019753		-0.22133207		-0.35480213		2.4689078		2.7587886		2.5169601		-0.6113024		-0.42295647		-1.9048162		0.42795897		-0.281147		-0.056921005		0.8585887		0.99337626		1.2134619		0.21868515		0.8064599		0.07536554		1.0390749		0.8660774		0.9733176		0.7060404		0.5161276		0.30799007				0		0		35.2		0		not assigned.unknown				 no description		2.00E-20		Cluster: Hypothetical protein P0552C05.31; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0552C05.31 - Oryza sativa (japonica cultivar-g		UniRef90_Q943Y2		1.00E-21		CHR01V5|COORD:11375766..11376503|protein expressed protein		LOC_Os01g20030.1		CUST_30969_PI403524517		-3.826284		-1.935944		3.826284		down

		35_8969		0		-0.016622543		-1.1180353		-0.011769295		0.21175385		0.37040615		0.011769295		1.0408955		0.5154152		0.68016434		-0.6662054		-0.80191994		-2.5356207		0.54916954		0.84364414		1.0047169		2.170991		2.2766418		2.2702951		-1.08848		-1.1330271		-2.1425629		-1.2503529		-1.0490084		-1.0628719		-0.5983515		-0.9461813		-1.3137951		-1.7499819		-0.7961283		-0.81856346		1.5812178		1.6194925		1.6585627		1.6420965		1.523097		1.5299501				0		0		35.2		0		not assigned.unknown				 no description		2.00E-05		Cluster: Hypothetical protein P0541H01.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0541H01.26 - Oryza sativa (japonica cultivar-g		UniRef90_Q9LWT3		9.00E-07		CHR06V5|COORD:829762..827718|protein expressed protein		LOC_Os06g02410.1		CUST_31084_PI403524517		-3.6396995		-1.8638194		3.6396995		down

		35_9730		0		0.0057582855		0.13415337		0.12464714		-0.28598118		0.064585686		-0.0057582855		-0.2513094		-0.17531776		0.054312706		0.19363403		0.1467619		0.22183228		0.45116425		0.4418993		0.27187252		0.41448116		0.33033276		0.39768982		-7.4905605		-6.5074873		-7.508924		-7.095366		-7.441876		-7.554651		-7.5644493		-7.5668163		-7.581792		-0.07336426		0.04724884		0.22729015		0.18410301		-0.06894398		0.09950733		-0.099469185		-0.081199646		-0.17327023				0		0		35.2		0		not assigned.unknown				 no description		1.00E-12		Cluster: Hypothetical protein P0700F06.21; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0700F06.21 - Oryza sativa (japonica cultivar-g		UniRef90_Q6K681		6.00E-14		CHR02V5|COORD:33718795..33716274|protein F-box domain containing protein, expressed		LOC_Os02g55050.1		CUST_33761_PI403524517		-165.98038		-7.374869		165.98038		down

		35_9790		0		-0.49466753		-0.7578888		-0.37083483		-0.9759064		-1.0387063		-1.2144499		-0.45525074		-0.9061661		-1.2802916		0.30774736		0		0.075715065		0.30307293		0		0.38782215		1.158081		1.1256685		1.1594849		-0.6230426		0.10047579		-0.3422022		-1.3168283		-1.3048081		-1.4844718		-0.49944162		-0.37083483		-0.1838274		0.6439228		0.8128576		1.1142712		1.8644114		2.0320587		2.0733585		2.3354902		2.494753		2.4880714				CHR5V7|COORD:1922043..1925279| carboxy-lyase		AT5G06300.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 243)AT5G06300| Symbols:  | carboxy-lyase | chr5:1922043-1925279 REVERSEnot assigned Lysine_decarbox COG1611 				Cluster: Lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lysine decarboxylase-like protein - Oryza sativa (japonica cultivar		UniRef90_Q5ZC82				CHR01V5|COORD:23285996..23281756|protein carboxy-lyase, putative, expressed		LOC_Os01g40630.1		CUST_33965_PI403524517		-2.5221243		-1.3346393		2.5221243		down

		35_9810		0		-0.82097054		-1.1931896		-0.649673		-1.6028166		-1.8068271		-2.0023904		-0.63718843		-1.161881		-1.5032654		0.59022474		0.33973598		0.3635273		0.56136084		0.13841629		0.50454426		1.4511786		1.5232849		1.5170698		-1.243104		-0.13841581		-0.79369116		-0.95129156		-1.9782534		-1.9779339		-0.67344236		-0.74770164		-0.22577906		0.6053729		0.87097263		0.9957018		1.7407646		1.7349052		1.5494385		1.7010889		1.8531103		1.7527733		2.00E-05		CHR5V7|COORD:1922043..1925279| carboxy-lyase		AT5G06300.1		35.2		0		not assigned.unknown				 no description		1.00E-13		Cluster: Os05g0591600 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0591600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DFG8		6.00E-15		CHR05V5|COORD:29386739..29390982|protein carboxy-lyase, putative, expressed		LOC_Os05g51390.2		CUST_34029_PI403524517		-4.1148453		-2.0408382		4.1148453		down

		35_9818		0		-0.8065357		-0.5624871		-0.92193794		-1.195682		-0.95640326		-1.159688		-1.6680837		-0.94893837		-1.10748		0.23206568		0.2215848		-0.093346596		0.14784288		0.18892336		0.3432169		-0.5357189		-0.3530202		-0.011602402		-0.8022356		0.31553984		-0.5054965		-0.05779648		-0.49119234		0.011602879		0.19424105		0.10775566		-0.055437088		0.3266678		0.63866854		0.6284132		1.0656033		1.0303006		1.0415969		0.7964616		0.7578516		1.0116944		3.00E-11		CHR1V7|COORD:11593039..11595711| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G30380.1); similar to Os01g0689800 [Oryza sativa (japonica		AT1G32190.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (65.5)AT1G32190| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G24320.1); similar to Os08g0161500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001061050.1); similar to C (GB:BAD82560.1); similar to Os02g0796600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001048390.1); contains domain no description (G3D.3.40.50.1820); contains domain UNCHARACTERIZED (PTHR12277:SF8); contains domain UNCHARACTERIZED (PTHR12277); contains domain alpha/beta-Hydrolases (SSF53474) | chr1:11593039-11595461 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned Keratin_B2 Glutenin_hmw 		1.00E-18		Cluster: PREDICTED: similar to keratin associated protein 4-12 isoform 4; n=2; Macaca mulatta|Rep: PREDICTED: similar to keratin associated protein 4-12 isoform		UniRef90_UPI0000D9E395		7.00E-16		CHR09V5|COORD:16410150..16414861|protein keratin-associated protein 5-4, putative, expressed		LOC_Os09g26999.1		CUST_34057_PI403524517		-2.0732715		-1.0519091		2.0732715		down

		35_9922		0		-2.7377856		-0.94638944		0.17546034		0.47989702		0.16362906		0.080569744		0.7976341		-0.028135061		-1.2331781		-2.0438266		-2.6490943		-2.5531273		-2.3943748		-1.398206		-2.7911806		-0.98557377		-2.7535162		-0.80749893		-0.8670671		0.3534875		-0.32098246		0.31109285		0.30117178		0.028135061		-0.71722746		-1.7167172		-2.7664037		4.642381		4.8203073		4.7776914		4.7581325		4.7439933		4.7945275		4.6287723		4.507259		4.5061774				0		0		35.2		0		not assigned.unknown				 no description		3.00E-22		Cluster: Putative disease resistance protein RPM1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein RPM1 - Oryza sativa (jap		UniRef90_Q6ZD17		1.00E-23		CHR08V5|COORD:17319125..17323200|protein resistance protein, putative, expressed		LOC_Os08g28570.1		CUST_34415_PI403524517		-39.015423		-5.2859726		39.015423		down

		35_9981		0		-0.66178894		-1.2344356		-0.34926796		-0.0017223358		-0.13009357		0.0017223358		0.12885475		0.039987087		-1.0851455		-0.90155745		-1.3637662		-1.4550071		0.30713367		-0.7908497		2.3919563		-0.9241171		-0.8490219		0.6505642		-1.359788		-0.50342274		-1.2861085		2.1687584		0.39374542		0.1901598		-0.6773958		-0.49664402		-0.45210648		2.4526606		2.1080475		2.5143318		2.3758354		2.3712091		2.3490295		1.8678684		2.2792616		2.09336				0		0		35.2		0		not assigned.unknown				 no description		3.00E-20		Cluster: Leucine Rich Repeat family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein - Oryza sativa (japonica cultiv		UniRef90_Q2R440		2.00E-21		CHR11V5|COORD:16788372..16791560|protein receptor-like protein kinase precursor, putative		LOC_Os11g29790.1		CUST_34620_PI403524517		-5.628348		-2.4927115		5.628348		down

		35_4388		0		0.18161964		-0.054325104		0.3875208		0.49349022		0.64294815		0.32639217		0.883379		0.66952705		0.69144726		0.3315668		-0.1931057		-0.37104893		0.054325104		-0.08504963		-0.5700226		-0.19015694		-0.21588802		-0.15117168		-1.2895365		-0.7605543		-1.4157801		-0.5651922		-0.6138382		-0.74009895		-0.53371143		-0.53268814		-0.76571465		-0.80251026		0.35548592		0.1608038		0.9126024		1.2394295		0.9398689		1.2287779		1.268198		1.1855135				CHR4V7|COORD:11198638..11201047| 3-hydroxyisobutyrate dehydrogenase, putative		AT4G20930.1		7		0		OPP.oxidative PP.6-phosphogluconate dehydrogenase				 no descriptionmoderately similar to ( 421)AT4G20930| Symbols:  | 3-hydroxyisobutyrate dehydrogenase, putative | chr4:11198638-11201047 REVERSEnot assigned MmsB garR NAD_binding_2 PRK09599 Gnd PRK12490 Gnd 				Cluster: Putative 3-hydroxyisobutyrate dehydrogenase, mitochondrial; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative 3-hydroxyisobutyrate		UniRef90_Q653U8				CHR06V5|COORD:28138206..28141556|protein 3-hydroxyisobutyrate dehydrogenase, mitochondrial precursor, putative, expressed		LOC_Os06g46372.1		CUST_15221_PI403524517		-2.8735003		-1.5228093		2.8735003		down

		35_15892		0		0.114813805		0.25584698		0.119093895		0.26718712		0.075003624		0.056340218		-0.080078125		-0.06362152		0.00995636		0.42294502		0.3004589		0.5384569		-0.004172325		0.009121895		-0.3872347		-0.12553596		-0.044786453		-0.07548523		-0.6855345		-1.4352407		-1.0929356		-1.3189592		-1.4882011		-1.4274235		-1.3404341		-1.3749084		-1.4856005		0.5679226		0.382226		0.36587143		-0.009888649		0.004172325		0.053645134		0.08137226		0.017173767		-0.026878357				CHR2V7|COORD:10294097..10296530| cytosol aminopeptidase		AT2G24200.1		29.5		0		protein.degradation				 no descriptionmoderately similar to ( 312)AT2G24200| Symbols:  | cytosol aminopeptidase | chr2:10294097-10296530 REVERSEmoderately similar to ( 336)AMPL2_ORYSAnot assigned PRK00913 Peptidase_M17 Peptidase_M17 PepB PRK05015 				Cluster: Leucine aminopeptidase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Leucine aminopeptidase 2, chloroplast precursor - Oryza sativa (Rice)		UniRef90_Q6K669				CHR02V5|COORD:33776827..33773391|protein leucine aminopeptidase 3, chloroplast precursor, putative, expressed		LOC_Os02g55140.1		CUST_55833_PI403524517		-2.7394242		-1.4538727		2.7394242		down

		35_15893		0		-0.010142326		0.28220463		0.092944145		0.23279667		0.05913067		0.13509846		-0.06115055		-0.05382347		0.010142326		0.36594486		0.17167282		0.4698		-0.0764246		-0.06844139		-0.34868717		-0.1602087		-0.12815857		-0.06686115		-0.7653761		-1.5956192		-1.1165609		-1.2855797		-1.4279051		-1.3443432		-1.309308		-1.3745279		-1.4444551		0.7079849		0.6009035		0.56705856		0.053182602		0.10345936		0.17444324		0.17316723		0.079276085		0.1304903				CHR2V7|COORD:10294097..10296530| cytosol aminopeptidase		AT2G24200.1		29.5		0		protein.degradation				 no descriptionhighly similar to ( 720)AT2G24200| Symbols:  | cytosol aminopeptidase | chr2:10294097-10296530 REVERSEhighly similar to ( 851)AMPL2_ORYSAnot assigned Peptidase_M17 PRK00913 PepB Peptidase_M17 PRK05015 Peptidase_M17_N 				Cluster: Leucine aminopeptidase 2, chloroplast precursor; n=2; Oryza sativa|Rep: Leucine aminopeptidase 2, chloroplast precursor - Oryza sativa (Rice)		UniRef90_Q6K669				CHR02V5|COORD:33776827..33773391|protein leucine aminopeptidase 3, chloroplast precursor, putative, expressed		LOC_Os02g55140.1		CUST_55838_PI403524517		-2.9974544		-1.5837379		2.9974544		down

		35_3656		0		-1.0662475		-0.9435725		-0.90575266		-1.4923263		-2.3467615		-2.3427694		-2.6690512		-3.105169		-1.5383244		1.0829573		1.0956807		1.1988254		0.32083845		0.0111866		0.5632391		-0.17141294		-0.35266972		-0.34100056		0.015480995		-0.011186123		0.12105799		-0.14417505		-0.42541218		-0.55058		0.40586662		-0.27569103		-0.26956606		1.8526831		1.8041034		1.5888305		0.66273355		0.4833765		0.4966674		0.24258709		0.30627823		0.050457478				CHR2V7|COORD:10341702..10344007| serine carboxypeptidase S28 family protein		AT2G24280.1		29.5		0		protein.degradation				 no descriptionhighly similar to ( 630)AT2G24280| Symbols:  | serine carboxypeptidase S28 family protein | chr2:10341702-10344007 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Peptidase_S28 Herpes_BLLF1 Atrophin-1 DUF566 KAR9 Pneumo_att_G HPC2 PRK07003 Metaviral_G 				Cluster: Putative prolylcarboxypeptidase isoform 1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative prolylcarboxypeptidase isoform 1 - Oryza sativa		UniRef90_Q67WZ5				CHR06V5|COORD:26460809..26455293|protein lysosomal Pro-X carboxypeptidase precursor, putative, expressed		LOC_Os06g43930.1		CUST_12782_PI403524517		-4.6010327		-2.2019577		4.6010327		down

		35_24027		0		-2.613143		-2.7435713		-2.6725154		-2.9841475		-3.1224375		-2.6787848		-2.6201496		-2.9436808		-3.2028399		-1.8983617		-1.7483549		-2.2793589		-2.08209		-2.8000317		-0.37126923		-1.6497269		-1.7151747		-1.57869		0.6022396		0.5557003		0.37127018		0.95168114		0.698205		0.86617565		0.7670593		0.98164463		0.9746475		0.62901497		1.8460836		0.5450258		0.8394842		0.8524561		0.63217735		0.75751495		0.72627354		0.7221298		1.00E-22		CHR1V7|COORD:5168608..5169942| SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase		AT1G15000.1		29		0		protein.degradation.serine protease				 no descriptionweakly similar to ( 102)AT1G15000| Symbols: SCPL50 | SCPL50 (serine carboxypeptidase-like 50); serine carboxypeptidase | chr1:5168608-5169942 FORWARDnot assigned not assigned not assigned not assigned Peptidase_S10 PRK12323 		5.00E-34		Cluster: Putative serine carboxypeptidase; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative serine carboxypeptidase - Oryza sativa (japonica		UniRef90_Q75HY2		3.00E-35		CHR05V5|COORD:28920835..28922577|protein serine carboxypeptidase CPVL precursor, putative, expressed		LOC_Os05g50600.1		CUST_83822_PI403524517		-2.0718398		-1.0509124		2.0718398		down

		35_49886		0		-0.7805333		-0.7905903		-0.78356314		-0.7453046		-1.0700574		-1.6860735		-1.1826673		-1.3149815		-0.030611992		1.0873466		1.002985		1.0595598		1.002985		0.9142904		0.6633582		0.41023064		0.030612469		0.41447687		-1.4363854		-0.6066308		-1.2944579		-1.1512165		-1.4058781		-1.4422567		-1.5543826		-1.5937941		-1.2792964		0.8800144		1.0019913		1.1399603		1.6045289		1.7660689		1.4136415		1.0951023		1.2660713		1.3349404		9.00E-07		CHR5V7|COORD:9789902..9792238| serine-type peptidase/ trypsin		AT5G27660.1		29		0		protein.degradation.serine protease				 no descriptionvery weakly similar to (50.4)AT5G27660| Symbols:  | serine-type peptidase/ trypsin | chr5:9789902-9792238 REVERSE				Cluster: Os09g0436400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0436400 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J1J3				CHR09V5|COORD:16048137..16058300|protein protease Do-like 14, putative, expressed		LOC_Os09g26550.2		CUST_179363_PI403524517		-3.1675308		-1.6633587		3.1675308		down

		35_26188		0		0.7296295		0.35960007		0.87781143		-0.33336878		-0.23557281		-0.74184227		-0.62870026		-0.3719225		-0.36044788		0.7374544		0.575614		-0.2024374		0.029194355		0.15788507		-0.40263605		-0.52066183		-0.37882376		-0.38543987		-0.077372074		0.3734274		0.104607105		-0.029194355		-0.35005856		-0.40165138		-0.53421354		-1.0368853		-1.3740768		0.6914358		0.8969698		0.89028263		0.6277504		1.076355		0.9703274		1.0565147		0.56924486		0.6526909		6.00E-25		CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator		AT3G48360.1		29		0		protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ				 no descriptionvery weakly similar to (97.8)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned not assigned PRK12678 		4.20E-45		Cluster: P0497A05.15 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0497A05.15 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q8L3R7				CHR01V5|COORD:39871076..39875470|protein protein binding protein, putative, expressed		LOC_Os01g68020.1		CUST_91595_PI403524517		-2.289799		-1.195221		2.289799		down

		35_9444		0		1.038562		-0.33042884		0.8649988		-0.1018281		0.89800835		0.08986688		1.8494637		0.899853		1.2048032		2.2299912		0.58114433		-1.0780193		-0.75110435		-0.707026		-1.6737151		-1.5117586		-1.6077913		-1.5195581		-1.6336018		-0.6891289		-1.3925681		-0.5767598		-0.8030064		-1.4459951		0.5691111		-0.10354352		-0.08986688		-0.38528395		4.7139997		4.165189		4.5316706		5.72225		4.7648087		5.381854		4.7298546		4.872362		2.00E-27		CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator		AT3G48360.1		29		0		protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ				 no descriptionvery weakly similar to (94.7)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned BTB PRK07003 PRK12323 BTB 				Rep: H0510A06.17 protein - Oryza sativa (Rice)		UniRef90_Q25AK5				CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed		LOC_Os04g40630.1		CUST_32767_PI403524517		-31.17789		-4.9624515		31.17789		down

		35_9853		0		0.76340866		-0.9587841		1.0289803		0.18327332		0.8113947		0.32744598		1.612566		0.86335945		0.8247099		1.6619473		0.06949997		-2.3979464		-0.58200264		-1.5101342		-2.2683773		-2.8673563		-3.0074592		-2.7959266		-1.3440747		-1.2550507		-2.4587607		-0.54873943		-0.23585415		-0.47103786		-0.06949997		-0.2250948		-1.0038671		-0.5811739		4.3434114		3.5187788		4.2346687		5.144619		4.2883224		4.755887		4.792925		4.734439		5.00E-23		CHR3V7|COORD:17919467..17921456| BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator		AT3G48360.1		29		0		protein.degradation.ubiquitin.E3.BTB/POZ Cullin3.BTB/POZ				 no descriptionvery weakly similar to (89.7)AT3G48360| Symbols: BT2 | BT2 (BTB and TAZ domain protein 2); protein binding / transcription regulator | chr3:17919467-17921456 REVERSEnot assigned ZnF_TAZ 		2.00E-37		Rep: H0510A06.17 protein - Oryza sativa (Rice)		UniRef90_Q25AK5		1.00E-38		CHR04V5|COORD:23896823..23899121|protein protein binding protein, putative, expressed		LOC_Os04g40630.4		CUST_34176_PI403524517		-27.103897		-4.7604284		27.103897		down

		35_10604		0		-0.35162735		-0.37461758		-0.18738365		-0.47452402		-0.23343945		-0.48178196		-0.5700846		-0.61255884		-0.38217926		0.5703287		0.48020315		0.3834057		0.2330308		0.28023052		0.048244953		1.3135328		1.5414209		1.3495388		-0.50494194		-0.016588211		-0.3623848		-0.21072388		-0.17013693		-0.2693224		-0.25484657		0.016588211		0.05562401		0.271183		0.45135927		0.20712328		0.28646612		0.11273098		0.3688097		0.11419964		-0.40171432		-0.38333893		8.00E-14		CHR1V7|COORD:25925664..25929037| armadillo/beta-catenin repeat protein-related / U-box domain-containing protein		AT1G68940.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionvery weakly similar to (73.9)AT1G68940| Symbols:  | armadillo/beta-catenin repeat protein-related / U-box domain-containing protein | chr1:25925664-25929037 REVERSE		3.00E-33		Cluster: Armadillo/beta-catenin repeat protein-related-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Armadillo/beta-catenin repeat protein-related-like		UniRef90_Q5VR95		1.00E-34		CHR06V5|COORD:9370952..9367200|protein ubiquitin-protein ligase, putative, expressed		LOC_Os06g16410.1		CUST_36794_PI403524517		-2.1382923		-1.0964592		2.1382923		down

		35_11830		0		0.14459038		0.04989624		-0.027638435		-0.45280647		-0.58950377		-0.25601053		-0.958323		-1.1037531		-0.43001986		1.0720992		1.0268292		0.67194843		0.92321825		0.5805545		0.85369396		-0.036596775		-0.36043167		0.027638435		-0.98292637		-0.045443535		-0.40650177		-0.47875595		-0.95025444		-0.5410929		-0.5885787		-0.42674017		-0.5239072		0.8332162		0.7189536		1.0205712		0.8579922		0.76492834		0.7225542		0.50733185		0.3346634		0.45779514		3.00E-25		CHR1V7|COORD:1167506..1168651| zinc finger (C3HC4-type RING finger) family protein		AT1G04360.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionvery weakly similar to ( 100)AT1G04360| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:1167506-1168651 REVERSEvery weakly similar to (68.9)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned RING COG5540 PRK07003 PRK12678 				Cluster: Hypothetical protein OSJNBb0050N02.14; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0050N02.14 - Oryza sativa (japonica		UniRef90_Q8H077				CHR03V5|COORD:2751531..2750298|protein RING-H2 finger protein ATL5I, putative, expressed		LOC_Os03g05560.1		CUST_41151_PI403524517		-2.362387		-1.2402453		2.362387		down

		35_13484		0		0.9192085		-0.12663746		0.86413574		0.26409817		0.023524284		-0.14134979		1.4943447		1.3565798		0.55502796		0.52818775		-0.44591904		-1.0657454		-0.38294697		-0.44783115		-0.75114346		-1.0049324		-1.208188		-1.152215		-0.49639702		-0.20099926		-0.8184471		-0.13673496		-0.22823334		-0.32035446		0.20744991		0.30616665		-0.023525238		-0.121691704		1.351677		1.14398		2.2663546		2.5446615		2.5873413		2.8719435		2.5134716		2.546133		1.00E-15		CHR3V7|COORD:477039..478268| zinc finger (C3HC4-type RING finger) family protein		AT3G02340.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionvery weakly similar to (77.4)AT3G02340| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr3:477039-478268 FORWARDvery weakly similar to (51.2)EL5_ORYSAnot assigned not assigned COG5540 RING 				Cluster: Hypothetical protein OSJNBa0011D16.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0011D16.11 - Oryza sativa (japonica		UniRef90_Q6K2C6				CHR09V5|COORD:3204933..3206190|protein protein binding protein, putative, expressed		LOC_Os09g06740.1		CUST_47089_PI403524517		-4.4605336		-2.1572163		4.4605336		down

		35_15043		0		-0.39803505		-0.33371067		-0.12882423		-0.71070385		-0.290967		-0.6999116		-0.6786938		-0.8294587		-0.37645817		0.15844631		0.20259094		-0.07274151		0.3573494		0.6543875		0.941123		1.5057831		1.5269966		1.5695105		-0.4427824		-0.04125786		-0.09716511		0.03474903		0.030961037		0.030961037		0.05329132		-0.08582306		-0.017594337		-0.037716866		0.25028133		-0.0023002625		0.19014263		0.029075623		0.22883892		-0.011011124		0.029423714		0.0022993088				CHR5V7|COORD:22835480..22836670| zinc finger (C3HC4-type RING finger) family protein		AT5G56340.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionweakly similar to ( 178)AT1G55530| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr1:20733138-20734193 REVERSEvery weakly similar to (57.4)EL5_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 RING DUF1777 COG5540 HRD1 RING zf-C3HC4 				Cluster: Hypothetical protein OSJNBb0033J23.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0033J23.18 - Oryza sativa (japonica		UniRef90_Q7XZF6				CHR03V5|COORD:33970386..33973182|protein RING finger protein 126, putative, expressed		LOC_Os03g59760.2		CUST_52815_PI403524517		-2.385791		-1.2544677		2.385791		down

		35_7891		0		-0.10834575		-0.6859071		1.7990444		-1.0611966		-0.6813166		-0.69518685		-0.61723924		1.2853873		-0.26493764		0.28803468		-1.238116		2.487367		-0.24337626		-0.4548266		0.6794441		-1.9505522		-1.4146607		-1.1798573		0.031016111		-0.33591223		-0.6071718		0.41397262		-0.38147068		-0.031016111		0.6493676		0.62468934		-0.5340791		0.9172056		1.6144321		1.5439737		2.167856		2.1438105		1.9819634		2.0361488		1.8421447		1.6493709		1.00E-35		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionweakly similar to ( 123)AT3G63530| Symbols: BB2, BB | BB (BIG BROTHER); protein binding / zinc ion binding | chr3:23467382-23468762 REVERSEnot assigned COG5540 RING RING 				Cluster: Hypothetical protein OSJNBa0047P18.30; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0047P18.30 - Oryza sativa (japonica		UniRef90_Q651M5				CHR09V5|COORD:20531756..20528087|protein protein binding protein, putative, expressed		LOC_Os09g35690.1		CUST_27249_PI403524517		-3.4468513		-1.785279		3.4468513		down

		35_17575		0		0.54613495		-0.9288306		0.27793312		-0.62299395		0.33523607		-1.1307344		-0.016714096		-0.5508952		-0.16424942		-0.35265207		1.5280523		-1.7196507		-0.7725148		-0.6554446		-0.55704784		2.1395102		2.0649624		2.247015		0.16642237		0.016714096		-1.472548		-0.8803563		-0.89685535		-0.7755189		-0.07786608		-0.67318106		-0.8892112		1.1298885		2.434413		1.1914225		2.58782		2.7847528		2.3907557		2.640009		2.2488852		2.2106104				CHR1V7|COORD:30246655..30247719| kelch repeat-containing F-box family protein		AT1G80440.1		29		0		protein.degradation.ubiquitin.E3.SCF.FBOX				 no descriptionmoderately similar to ( 205)AT1G80440| Symbols:  | kelch repeat-containing F-box family protein | chr1:30246655-30247719 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK07003 Atrophin-1 PRK12323 Tymo_45kd_70kd PRK12678 PRK09169 DUF390 PRK12372 PRK05648 HPC2 APC_basic Totivirus_coat DUF1421 DUF1777 Drf_FH1 				Cluster: Kelch repeat-containing F-box-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box-like - Oryza sativa (japonica cultiv		UniRef90_Q69UE9				CHR06V5|COORD:23366128..23367834|protein protein kinase Kelch repeat:Kelch, putative, expressed		LOC_Os06g39370.1		CUST_61577_PI403524517		-6.911483		-2.7889953		6.911483		down

		35_34313		0		-0.105130196		0.13476944		0.120373726		-0.25808334		-0.18061686		-0.011402607		0.6759372		-0.18714046		0.0073714256		-0.10946655		-0.48026848		-0.08060789		0.021762848		-0.7337961		-0.38667774		-0.9625535		-0.43267155		-0.3010311		-0.44345713		-0.0073714256		-0.52741814		-0.05581093		-0.28199768		1.7619867		0.618443		0.7474966		0.44848728		0.3809166		1.5516219		1.6835861		1.3564744		2.2864437		1.3053331		1.5999408		1.9457293		1.8193469		2.00E-15		CHR1V7|COORD:25280957..25282192| kelch repeat-containing F-box family protein		AT1G67480.1		29		0		protein.degradation.ubiquitin.E3.SCF.FBOX				 no descriptionvery weakly similar to (77.4)AT1G67480| Symbols:  | kelch repeat-containing F-box family protein | chr1:25280957-25282192 FORWARD		1.00E-19		Cluster: Kelch repeat-containing F-box protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Kelch repeat-containing F-box protein-like - Oryza sativa		UniRef90_Q6K649		3.00E-21		CHR02V5|COORD:17955834..17952627|protein SKIP4, putative, expressed		LOC_Os02g30210.2		CUST_121496_PI403524517		-2.4564233		-1.2965592		2.4564233		down

		35_27979		0		-0.74306107		-0.7856312		-0.55308914		-1.0710812		-1.0543785		-1.366499		-1.2833605		-0.93326473		-1.065587		0.5397968		0.53757095		0.6033478		0.27998447		0.2350874		-0.46984386		0.61293507		0.5498285		0.5482216		-0.14319515		0.3651352		0.015968323		0.31082344		-0.1428194		0.0800333		-0.015968323		0.20312023		0.30742645		-0.57964325		-0.28502846		-0.24420738		0.21200657		-0.056723595		0.3890009		-0.33719063		0.2975521		0.27329922				CHR3|COORD:19516614..19517910| ubiquitin extension protein 1 (UBQ1) / 60S ribosomal protein L40 (RPL40B), identical to GI:166929, GI:166930		AT3G52590.1		29		0		protein.degradation.ubiquitin.ubiquitin				 no descriptionmoderately similar to ( 215)AT3G52590| Symbols: EMB2167, ERD16, UBQ1 | UBQ1 (EARLY-RESPONSIVE TO DEHYDRATION 16, UBIQUITIN EXTENSION PROTEIN 1); protein binding | chr3:19516646-19517659 FORWARDweakly similar to ( 139)UBIQ_WHEATUbiquitin - Triticum aestivum (Wheat)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Ubiquitin ubiquitin UBQ Nedd8 UBL Ribosomal_L40e AN1_N RAD23_N Scythe_N UBQ Fubi parkin_N ISG15_repeat2 NIRF_N RPL40A GDX_N SF3a120_C DC_UbP_C 				Rep: 60S ribosomal protein L40 - Aspergillus terreus NIH2624		UniRef90_Q0CR75				CHR09V5|COORD:22692186..22694404|protein ubiquitin fusion protein, putative, expressed		LOC_Os09g39500.1		CUST_97992_PI403524517		-2.5773273		-1.3658757		2.5773273		down

		35_28386		0		0.48395586		-0.045865536		-0.8395245		-0.44273567		-0.30317903		-0.66625786		-1.2757373		-1.2573054		0.31065512		0.47148895		0.173985		0.3377409		0.44565487		0.045865536		-0.42368865		0.63950825		-0.22080517		-0.12039709		-2.057248		-1.644393		1.0574584		-1.2397094		-3.1142364		-1.6045263		-0.8766067		-0.40208697		-0.14407969		0.38199043		0.66996574		0.8983393		1.1575379		1.0759807		0.88770866		0.87648964		0.5912585		0.42170715		1.00E-28		CHR5V7|COORD:14970012..14970980| UBQ9 (ubiquitin 9)		AT5G37640.1		29		0		protein.degradation.ubiquitin.ubiquitin				 no descriptionweakly similar to ( 123)AT5G37640| Symbols: UBQ9 | UBQ9 (ubiquitin 9) | chr5:14970012-14970980 REVERSEvery weakly similar to (58.9)UBIQ_CHLREUbiquitin - Chlamydomonas reinhardtiinot assigned not assigned ubiquitin UBQ Ubiquitin UBL Nedd8 				Rep: Putative polyubiquitin - Oryza sativa (Rice)		UniRef90_Q8W5Q6				CHR10V5|COORD:17393077..17395613|protein polyubiquitin containing 7 ubiquitin monomers, putative, expressed		LOC_Os10g33620.1		CUST_99439_PI403524517		-3.6996238		-1.8873786		3.6996238		down

		35_12664		0		-0.15967607		-0.40082073		-0.2969265		-0.18975449		-0.7665291		-0.48672533		-0.8266983		-0.5163808		-0.49820423		0.9045682		1.0227962		0.6508908		0.705606		0.90242624		0.534822		0.4338789		0.3526783		0.5774679		-1.3168316		-1.0791368		-1.0499024		-0.42849064		-0.7117338		-0.57778025		-0.725348		-0.32684374		-0.56724215		0.15967607		0.22643757		0.47147655		0.525846		0.6077552		0.546258		0.24348211		0.21622562		0.23635674		1.00E-27		CHR2V7|COORD:10670596..10672445| protein phosphatase 2C, putative / PP2C, putative		AT2G25070.1		29.4		0		protein.postranslational modification				 no descriptionweakly similar to ( 119)AT2G25070| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr2:10670596-10672445 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 		2.00E-37		Cluster: Os02g0598800 protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Os02g0598800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DZT9		1.00E-38		CHR02V5|COORD:23379495..23385971|protein protein phosphatase 2C containing protein		LOC_Os02g38690.1		CUST_44134_PI403524517		-2.198191		-1.1363167		2.198191		down

		35_1294		0		-0.09393406		0.50642776		0.7620125		-0.55272293		-0.09372568		-0.5041423		-1.3428254		-0.7074232		-0.16455078		0.8631749		1.3373613		0.85464096		1.0784845		1.3963604		1.216341		2.803608		2.5688133		2.7710218		1.1712294		0.093725204		1.707861		-0.5257473		0.74312544		-1.0084624		-0.8704853		-0.9330363		-0.46202135		1.0263047		1.8599062		0.3080883		-0.4570651		-0.47022963		-0.7513962		-0.4600606		-0.71628284		-0.81538343				CHR1|COORD:10654869..10658993| similar to CBL-interacting protein kinase 9 (CIPK9) [Arabidopsis thaliana] (TAIR:At1g01140.3); similar to CBL-interacting		AT1G30270.2		29.4		0		protein.postranslational modification				 no descriptionhighly similar to ( 701)AT1G30270| Symbols: SnRK3.23, ATCIPK23, CIPK23, LKS1 | CIPK23 (CBL-INTERACTING PROTEIN KINASE 23); kinase | chr1:10655254-10658508 FORWARDhighly similar to ( 587)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_Srm_Brk PTKc_Fer PTKc_Jak_rpt2 PTKc_Fes_like PTKc_Chk NAF PTKc_Ack_like PTKc_Src_like PTKc_Fes PTKc_Tec_like PTKc_Tec_Rlk PTKc_Syk_like PTKc_Abl PTKc_FAK PTKc_InsR_like PTKc_Jak1_rpt2 PTKc_Csk PTKc_EphR PTKc_Frk_like PTKc_FGFR PTKc_EGFR_like PTKc_Btk_Bmx PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Lyn PTKc_Itk PTKc_FGFR4 PTKc_EphR_B PTKc_EphR_A PTKc_Syk PTKc_FGFR2 PTKc_FGFR1 PTKc_Lck_Blk PTKc_FGFR3 PTKc_Tyro3 PTKc_PDGFR PTKc_Hck PTKc_Ror PTKc_RET PTKc_Axl_like PTKc_EphR_A2 PTK_CCK4 PTKc_Tie1 PTKc_Fyn_Yrk PTKc_Yes PTKc_Src PTKc_EGFR PTKc_Met_Ron PTKc_Tie PTKc_Trk PTKc_Zap-70 PTKc_Tie2 PTKc_Aatyk PTKc_ALK_LTK PTKc_c-ros PTKc_HER2 PTKc_InsR PTKc_HER4 PTK_HER3 PTK_Ryk PTKc_Musk PTKc_TrkC PTKc_TrkB PTKc_IGF-1R PTKc_DDR2 PTKc_DDR PRK12678 PTKc_Ror1 PTKc_Axl PTKc_DDR_like PTKc_EphR_A10 PTKc_Ror2 PTKc_VEGFR PTK_Jak_rpt1 PTKc_TrkA 				Cluster: Putative CBL-interacting protein kinase 23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CBL-interacting protein kinase 23 - Oryza sativa		UniRef90_Q6ZLP5				CHR07V5|COORD:2646166..2641852|protein CIPK-like protein 1, putative, expressed		LOC_Os07g05620.2		CUST_4685_PI403524517		-3.7265856		-1.8978544		3.7265856		down

		35_17620		0		0.16079092		0.49225664		0.20795631		-0.39726925		-0.09951162		-0.01295042		-1.7355256		-1.6172509		-0.20764637		0.91447306		1.1947346		1.1829996		0.75505686		0.43652105		0.4040661		0.719635		0.41357136		0.46830988		0.06295729		0.01295042		-0.12569666		0.071288586		-0.42467952		-0.7346966		-0.42585325		-0.81979537		-0.03635502		0.046931744		0.7401309		0.880455		-0.40001965		-0.20227432		-0.46366525		-1.6559994		-0.7426243		-0.33933735				CHR3|COORD:2648518..2650991| serine/threonine protein kinase (PK19), identical to serine/threonine-protein kinase AtPK19 (Ribosomal-protein S6 kinase homolog)		AT3G08720.2		29.4		0		protein.postranslational modification				 no descriptionhighly similar to ( 587)AT3G08720| Symbols: ATS6K2, S6K2, ATPK19, ATPK2 | ATPK19/ATPK2 (ARABIDOPSIS THALIANA SERINE/THREONINE PROTEIN KINASE 19, ARABIDOPSIS THALIANA SERINE/THREONINE PROTEIN KINASE 2); kinase | chr3:2648631-2650413 REVERSEweakly similar to ( 155)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Csk_like PTKc_FAK PTKc_Ack_like PTKc_Tec_Rlk PTKc_Tec_like PTKc_Jak_rpt2 PTKc_Src_like PTKc_Srm_Brk PTKc_Chk PTKc_Btk_Bmx PTKc_Frk_like PTKc_Fes_like PTKc_EGFR_like PTKc_Syk_like PTKc_EphR PTKc_Csk PTKc_InsR_like PTKc_Fer PTKc_Lck_Blk PTKc_Itk PTKc_Src PTKc_Fes PTKc_Tyk2_rpt2 PTKc_Trk PTKc_PDGFR PTKc_Abl PTKc_Fyn_Yrk PTKc_Jak2_Jak3_rpt2 PTKc_EphR_A PTKc_Tyro3 NB-ARC PTKc_Lyn PTKc_EphR_B PTKc_Syk PTKc_Yes PTKc_HER4 PTKc_Zap-70 PTKc_Hck PTKc_c-ros PTKc_FGFR PTK_CCK4 PTKc_Jak1_rpt2 PTKc_EGFR PTKc_Ror PTKc_RET PTKc_VEGFR2 PTKc_VEGFR PTKc_Tie1 PTKc_TrkA PTKc_Tie2 PTKc_FGFR2 PTKc_Axl_like PTKc_ALK_LTK PTKc_Tie PTKc_TrkB PTKc_CSF-1R PTKc_EphR_A2 PTKc_TrkC PTK_Ryk PTKc_HER2 PTKc_Met_Ron S_TK_X PTKc_FGFR4 PTKc_Ror1 PTKc_EphR_A10 PTKc_VEGFR3 PTKc_Aatyk PTKc_FGFR1 PTKc_Musk PTKc_Axl PTKc_Kit PTKc_PDGFR_alpha PTKc_FGFR3 PTK_HER3 PTKc_Aatyk2 PTKc_PDGFR_beta Pkinase_C PTKc_DDR_like 				Cluster: Putative pp70 ribosomal protein S6 kinase; n=1; Avena sativa|Rep: Putative pp70 ribosomal protein S6 kinase - Avena sativa (Oat)		UniRef90_Q43380				CHR03V5|COORD:12323174..12319013|protein serine/threonine-protein kinase AtPK19, putative, expressed		LOC_Os03g21620.1		CUST_61747_PI403524517		-2.1105413		-1.0776131		2.1105413		down

		35_20454		0		-0.08038378		-0.24944067		0.18415737		-0.6710448		-0.48792648		-1.1176691		3.6266003		-0.8729625		-0.45409107		0.009830475		0.75500727		0.06268597		-0.47214222		-0.009830952		-0.6304693		1.1802974		1.2568779		1.3580818		2.6802588		-0.6881614		-1.2829628		-0.50902224		-0.7849555		-0.8708124		-0.27139902		-1.0605731		-1.0283632		0.74113894		1.6311574		0.14081383		0.645391		0.69683266		0.71376324		0.70610905		1.0163398		1.0765257		1.00E-08		CHR3|COORD:1640407..1643127| protein phosphatase 2C, putative / PP2C, putative, similar to protein phosphatase-2C GB:AAC36699 from (Mesembryanthemum		AT3G05640.2		29.4		0		protein.postranslational modification				 no descriptionvery weakly similar to (57.0)AT3G05640| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:1640616-1642233 REVERSEnot assigned PRK12323 PRK07764 		7.00E-18		Cluster: Hypothetical protein OSJNBa0009L15.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.3 - Oryza sativa (japonica cu		UniRef90_Q6L482		3.00E-19		CHR05V5|COORD:16940950..16936183|protein catalytic/ protein phosphatase type 2C, putative, expressed		LOC_Os05g29030.2		CUST_71393_PI403524517		-2.3663666		-1.2426736		2.3663666		down

		35_28182		0		0.44409466		-0.025030136		0.21881771		-0.07026863		0.13261127		-0.33997345		-0.13244343		-0.3235836		0.4151106		0.02503109		-0.24781322		-0.6100855		-0.13748837		0.32648373		-0.026662827		1.7560024		1.7353582		1.7032175		-0.41578388		-0.5897379		-0.7222147		-0.19878387		-0.28317738		-0.55871105		-0.3229456		-1.0819254		-0.5462589		0.8231392		1.5973072		0.40604782		0.8799896		0.852252		1.0708351		0.9627714		0.4843998		0.630229				CHR3V7|COORD:1640616..1642233| protein phosphatase 2C, putative / PP2C, putative		AT3G05640.1		29.4		0		protein.postranslational modification				 no descriptionmoderately similar to ( 252)AT3G05640| Symbols:  | protein phosphatase 2C, putative / PP2C, putative | chr3:1640616-1642233 REVERSEnot assigned not assigned not assigned not assigned PP2Cc PP2Cc PP2C PTC1 PRK12323 				Cluster: Hypothetical protein OSJNBa0009L15.3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0009L15.3 - Oryza sativa (japonica cu		UniRef90_Q6L482				CHR05V5|COORD:16940950..16936183|protein catalytic/ protein phosphatase type 2C, putative, expressed		LOC_Os05g29030.2		CUST_98725_PI403524517		-2.6039891		-1.3807234		2.6039891		down

		35_6888		0		-0.06408024		0.03561163		-0.03561163		-1.8044636		-0.86815786		-1.2216513		-1.8767934		-2.4639049		-1.5588772		1.3428202		1.0791464		0.74947643		0.9854555		0.9104986		0.7987323		-0.041562557		0.6026635		0.6886864		-0.58596563		-0.29716396		-0.33413696		-1.0179873		-0.96626306		-0.854609		-0.797976		-1.073869		-2.0939827		0.2822175		0.7428274		1.0419316		2.115262		1.0166721		0.8848953		0.7797408		0.6240344		0.57790565		8.00E-20		CHR1V7|COORD:21374716..21377525| protein kinase family protein		AT1G57700.1		29.4		0		protein.postranslational modification				 no descriptionvery weakly similar to (94.7)AT1G57700| Symbols:  | protein kinase family protein | chr1:21374716-21377525 FORWARD				Cluster: Putative CRK1 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative CRK1 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6YU34				CHR02V5|COORD:21219175..21222862|protein transposon protein, putative, unclassified, expressed		LOC_Os02g35300.3		CUST_23704_PI403524517		-3.696046		-1.8859828		3.696046		down

		35_16766		0		0.40842247		0.22018003		0.20373297		-0.7305956		-0.49079847		-0.9047713		-1.5980964		-1.3497405		-1.1767073		0.7015557		0.637485		0.2955022		0.45374537		0.64602757		0.65172625		0.5732646		0.6941848		0.7624583		-1.0974722		-0.058308125		-0.29672813		-0.66988564		-1.0380836		-1.1871781		-1.1366005		-1.4597979		-1.4926844		0.5891752		0.616189		0.41418028		0.18189955		0.10662174		0.058308125		-0.396698		-0.6681948		-0.6151233				CHR5V7|COORD:15278265..15282606| serine/threonine protein kinase family protein		AT5G38210.1		29		0		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				 no descriptionmoderately similar to ( 356)AT5G38210| Symbols:  | serine/threonine protein kinase family protein | chr5:15278265-15282606 FORWARDweakly similar to ( 174)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Jak2_Jak3_rpt2 PTKc_Frk_like SPS1 PTKc_Src_like PTKc_EGFR_like PTKc_Csk_like PTKc_Abl PTKc_Ack_like PTKc_Trk PTKc_Tec_like PTKc_Srm_Brk PTKc_EphR PTKc_EphR_B PTKc_Ror PTKc_TrkB PTKc_TrkA PTKc_Fyn_Yrk PTKc_Btk_Bmx PTKc_Lck_Blk PTKc_Itk PTKc_Src PTKc_Tyk2_rpt2 PTKc_Csk PTKc_TrkC PTKc_DDR PTKc_InsR_like PTKc_EphR_A PTKc_Tec_Rlk PTKc_Fes_like PTKc_Syk_like PTKc_Yes PTKc_EphR_A2 PTKc_Chk PTKc_Musk PTKc_Axl_like PTKc_Lyn PTKc_Ror1 PTKc_DDR1 PTKc_Hck PTKc_HER4 PTKc_Met_Ron PTKc_IGF-1R PTKc_FAK PTK_Ryk PTKc_Fes PTKc_HER2 PTKc_InsR PTKc_DDR_like PTKc_RET PTKc_Aatyk1_Aatyk3 PTKc_Jak1_rpt2 PTKc_DDR2 PTK_HER3 PTKc_Tyro3 PTKc_Fer PTKc_Syk PTKc_Aatyk PTKc_Ror2 PTKc_ALK_LTK PTKc_FGFR PTKc_Zap-70 PTKc_PDGFR PTKc_EGFR PTKc_EphR_A10 PTK_CCK4 Herpes_BLLF1 PTKc_c-ros PTKc_FGFR4 PTKc_Axl PTKc_FGFR1 PTKc_Tie1 PTKc_Tie2 PTKc_Tie PRK07764 PRK12678 PTKc_FGFR3 PRK12323 Pneumo_att_G PTK_Jak_rpt1 PTKc_FGFR2 DUF566 Metaviral_G PTKc_Aatyk2 PTKc_VEGFR PTKc_VEGFR3 PTK_Jak1_rpt1 PRK07003 				Cluster: Wall-associated kinase 4-like; n=3; Oryza sativa (japonica cultivar-group)|Rep: Wall-associated kinase 4-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q5N7Q8				CHR01V5|COORD:28823114..28808858|protein OsWAK10a - OsWAK receptor-like cytoplasmic kinase (OsWAK-RLCK), expressed		LOC_Os01g49529.3		CUST_58765_PI403524517		-2.303478		-1.2038138		2.303478		down

		35_20791		0		-1.6129473		-1.184		-0.92817056		1.1829185		0.1805737		0.3551798		0.6118524		0.6118524		-0.9221567		-0.31609464		-1.1286896		-0.18057394		-1.656177		-0.63492584		0.69019294		-1.6523026		-0.6072664		-0.80761194		-1.2020204		-1.6173502		-0.87356925		0.6516671		1.156796		0.36259127		-1.6598195		-1.187474		-1.6461662		7.8620358		8.293058		8.164395		8.293973		8.196712		8.282049		8.047546		8.149195		8.07115		8.00E-20		CHR3V7|COORD:21970848..21973535| ACR4 (ARABIDOPSIS CRINKLY4); kinase		AT3G59420.1		29		0		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				 no descriptionvery weakly similar to (94.4)AT3G59420| Symbols: ACR4 | ACR4 (ARABIDOPSIS CRINKLY4); kinase | chr3:21970848-21973535 REVERSEvery weakly similar to (98.2)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned 		2.00E-29		Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap		UniRef90_Q2QQC1		8.00E-31		CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein		LOC_Os12g31560.1		CUST_72541_PI403524517		-451.78613		-8.819496		451.78613		down

		35_7291		0		0.19145393		0.36236668		0.20027828		-0.5923767		-0.093942165		-0.51096773		-0.72860193		-0.36682653		-0.48041105		0.77486897		0.39495182		0.1035676		0.3641343		0.50225496		-0.027323246		1.7049551		1.6368427		1.7453642		-1.0518403		-0.6977849		-0.6137023		-1.7453103		-0.8422651		-1.5231657		-1.4708505		-1.4218383		-1.0388327		1.4047585		2.197009		0.29209185		0.010238171		0.30405283		-0.077064514		0.6379485		0.072021484		-0.010237694				CHR2V7|COORD:2287511..2289267| protein kinase, putative		AT2G05940.1		29		0		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				 no descriptionweakly similar to ( 192)AT2G05940| Symbols:  | protein kinase, putative | chr2:2287511-2289267 REVERSEweakly similar to ( 103)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc Pkinase_Tyr TyrKc PTKc_Jak_rpt2 PRK12678 SPS1 PRK12323 PTKc_Btk_Bmx PTKc_Ror PTKc_InsR_like PRK07003 PTKc_Chk PTKc_DDR PRK07764 PTKc_Csk_like PTKc_EphR PTKc_Csk PTKc_Tec_like APC_basic PTKc_Syk_like PTKc_Tec_Rlk PTKc_ALK_LTK PTKc_TrkA 				Cluster: Os02g0777800 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0777800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DX32				CHR02V5|COORD:32912645..32909495|protein protein kinase APK1A, chloroplast precursor, putative, expressed		LOC_Os02g53750.2		CUST_25135_PI403524517		-3.2331362		-1.6929343		3.2331362		down

		35_39328		0		-0.0071992874		0.39802265		-0.0246315		0.006222248		0.3018055		0.14454031		-0.6938286		-0.35268116		0.114619255		0.65776634		1.0169067		0.9188819		-0.14917612		-0.16561127		-0.006222725		-0.39475393		-0.33016777		-0.45871353		-1.304565		0.055178165		-0.6443181		-0.09873915		-0.0874629		-0.37808752		-0.45193243		-0.31377983		-0.91387224		1.2173476		1.0614386		0.82663965		0.5244298		0.600327		0.027659893		0.63990927		0.70760536		0.9867549				CHR4V7|COORD:6947829..6952048| EIF3A (eukaryotic translation initiation factor 3A)		AT4G11420.1		29		0		protein.synthesis.initiation				 no descriptionweakly similar to ( 196)AT4G11420| Symbols: ATEIF3A-1, EIF3A-1, ATTIF3A1, TIF3A1, EIF3A | EIF3A (eukaryotic translation initiation factor 3A) | chr4:6947829-6952048 REVERSEmoderately similar to ( 271)IF3A_MAIZEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK03918 Smc SbcC MAP7 MAD 				Rep: Translation initiation factor 3 - Oryza sativa (Rice)		UniRef90_Q70Z43				CHR01V5|COORD:1176174..1168611|protein eukaryotic translation initiation factor 3 subunit 10, putative, expressed		LOC_Os01g03070.2		CUST_140246_PI403524517		-2.28499		-1.1921879		2.28499		down

		35_16239		0		-0.46059227		-1.2987127		-0.6595793		-0.5860157		-0.4961033		-0.7598829		0.053482056		-0.20912361		-0.5309849		-0.72256565		-1.1665802		-1.3677855		-0.9066286		-1.0333939		-0.4467411		-0.92717075		-0.83437634		-0.8511324		0.83984566		0.45910072		-0.020851135		0.73409367		0.9331322		0.69326115		1.2233362		1.1446962		1.006733		0.020851135		1.0093279		0.9274702		2.4091501		2.5689898		2.40586		2.6095572		2.2124252		2.2303314				CHR5V7|COORD:8365693..8367181| 30S ribosomal protein, putative		AT5G24490.1		29		0		protein.synthesis.mito/plastid ribosomal protein.plastid				 no descriptionmoderately similar to ( 213)AT5G24490| Symbols:  | 30S ribosomal protein, putative | chr5:8365693-8367181 FORWARDmoderately similar to ( 220)RR30_SPIOLPlastid-specific 30S ribosomal protein 1, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RaiA Ribosomal_S30AE COG1544 PRK12678 PRK07003 PRK12323 Tymo_45kd_70kd APC_basic PRK07764 PRK09169 Atrophin-1 				Cluster: Chloroplast-specific ribosomal protein precursor; n=1; Solanum lycopersicum|Rep: Chloroplast-specific ribosomal protein precursor - Solanum lycopersicu		UniRef90_Q672Q2				CHR03V5|COORD:36071028..36073623|protein plastid-specific 30S ribosomal protein 1, chloroplast precursor, putative, expressed		LOC_Os03g63950.1		CUST_56978_PI403524517		-2.059495		-1.0422906		2.059495		down

		35_23158		0		-0.35609627		-0.31657648		-0.5778899		-0.89536476		-1.236783		-0.9445238		-0.977705		-0.81035805		-0.975935		1.4322791		1.4293771		0.8601608		0.73591423		0.51651096		0.22309208		0.33815908		0.27681446		0.67170477		-0.51224375		-0.22309208		-0.34790134		-0.6459799		-2.0423343		-1.321594		-0.6180382		-0.7735648		-1.3155365		1.140976		1.5653992		1.4690623		0.7562394		1.1004043		0.8492975		0.67733145		0.45298195		0.5827117				CHR1V7|COORD:10997256..11000524| vacuolar sorting receptor, putative		AT1G30900.1		29		0		protein.targeting.secretory pathway.vacuole				 no descriptionweakly similar to ( 181)AT1G30900| Symbols:  | vacuolar sorting receptor, putative | chr1:10997256-11000524 FORWARDweakly similar to ( 153)VSR1_PEAVacuolar-sorting receptor 1 precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 				Cluster: OSJNBa0085I10.18 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0085I10.18 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7X6L7				CHR04V5|COORD:30784767..30789016|protein vacuolar sorting receptor 7 precursor, putative, expressed		LOC_Os04g52190.1		CUST_80742_PI403524517		-2.8448658		-1.5083606		2.8448658		down

		35_14438		0		-0.6092949		-0.51676893		-1.6733007		0.5278306		-0.57675576		-7.25E-04		0.51655865		0.4855175		0.29027987		0.16259193		-0.2854004		2.2764206		7.25E-04		0.5776558		-0.3166108		0.091653824		-0.1583476		-0.04255724		-1.5992546		-1.2796412		-1.7073293		-1.8411751		-0.88865185		-1.9508369		-3.0419621		-3.0584416		-3.0603242		2.2796164		1.973269		1.9350743		1.634675		1.7396083		1.7010651		1.8302984		1.6709905		1.6613159		2.00E-37		CHR1V7|COORD:29740978..29741674| PSBR (photosystem II subunit R)		AT1G79040.1		1		0		PS.lightreaction.photosystem II.PSII polypeptide subunits				 no descriptionweakly similar to ( 131)AT1G79040| Symbols: PSBR | PSBR (photosystem II subunit R) | chr1:29740978-29741674 FORWARDweakly similar to ( 150)PSBR_SPIOLPhotosystem II 10 kDa polypeptide, chloroplast precursor - Spinacia oleracea (Spinach)PsbR 				Cluster: Photosystem II 10 kDa polypeptide; n=3; BEP clade|Rep: Photosystem II 10 kDa polypeptide - Oryza sativa (Rice)		UniRef90_P93443				CHR08V5|COORD:5802114..5800115|protein photosystem II 10 kDa polypeptide, chloroplast precursor, putative, expressed		LOC_Os08g10020.2		CUST_50582_PI403524517		-14.647823		-3.8726144		14.647823		down

		35_42881		0		-0.06006193		-0.7551737		-0.37295318		-0.6355238		-0.823915		-0.37441015		-0.6414592		-0.9654622		-0.48696685		0.19638109		0.32606888		-0.03180933		0.22279501		0.1776557		0.0026798248		1.5060325		1.1884799		1.3213162		0.06284714		-0.65908337		-0.0026798248		-0.51940584		-0.585485		-0.96516156		0.42633724		0.2777052		0.15899754		0.32306623		0.87005615		0.44304276		0.33083534		0.38288164		0.027606964		-0.31450891		-0.34773397		-1.036747		2.00E-22		CHR4V7|COORD:7010015..7011324| ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase		AT4G11600.1		21		0		redox.ascorbate and glutathione.glutathione				 no descriptionweakly similar to ( 101)AT4G11600| Symbols: PHGPX, LSC803, ATGPX6 | ATGPX6 (GLUTATHIONE PEROXIDASE 6); glutathione peroxidase | chr4:7010015-7011324 REVERSEweakly similar to ( 105)GPX4_TOBACProbable phospholipid hydroperoxide glutathione peroxidase - Nicotiana tabacum (Common tobacco)not assigned GSH_Peroxidase BtuE 		4.00E-24		Cluster: Glutathione peroxidase-like protein; n=1; Triticum aestivum|Rep: Glutathione peroxidase-like protein - Triticum aestivum (Wheat)		UniRef90_Q7XYC1		9.00E-24		CHR04V5|COORD:27619599..27621683|protein phospholipid hydroperoxide glutathione peroxidase, putative, expressed		LOC_Os04g46960.2		CUST_153428_PI403524517		-2.1643703		-1.1139474		2.1643703		down

		35_1841		0		0.26675606		-0.16561031		0.18306732		-0.14022732		-0.039669037		-0.31591225		0.27745438		-0.028288841		0.0771122		0.63116455		-0.15751553		-0.71865845		-0.6409693		-0.87062836		-0.8945713		-1.3347473		-1.2828856		-1.3412695		-0.5625925		-0.3694458		-0.915761		0.10176182		0.07805061		-0.16025162		0.10366821		0.028289795		-0.1989193		0.11217785		0.7949858		0.4659376		1.1426277		1.4073105		1.2657948		1.3473558		1.1574469		1.2035913				CHR1V7|COORD:2713062..2714315| thioredoxin family protein		AT1G08570.1		21.1		0		redox.thioredoxin				 no descriptionmoderately similar to ( 258)AT1G08570| Symbols:  | thioredoxin family protein | chr1:2713062-2714315 FORWARDvery weakly similar to (52.8)TRXF_SPIOLThioredoxin F-type, chloroplast precursor - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TRX_family Thioredoxin PDI_a_family PDI_a_ERdj5_C TRX_CDSP32 				Cluster: Putative thioredoxin; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative thioredoxin - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z4N3				CHR07V5|COORD:29011559..29009796|protein thioredoxin-like 1, putative, expressed		LOC_Os07g48510.1		CUST_6631_PI403524517		-2.2960572		-1.1991587		2.2960572		down

		35_38396		0		0.3314252		0.24263811		-0.3452506		-0.075000286		-0.17992735		0.1612668		-0.49428248		-0.7154982		0.16025925		-0.5413699		-0.4910202		0.23901033		-0.033984184		0.19498968		0.11543846		-0.5905142		-0.31272507		-0.30292368		-0.56007934		-0.56007934		-0.8473928		-0.9401717		-0.47706985		0.27344084		-0.0024490356		-0.08671188		0.0024490356		0.8495555		0.8971472		1.4171696		1.5627627		1.5938497		1.289412		0.9494777		1.5067387		1.7706666				CHR3V7|COORD:19378013..19380271| mRNA capping enzyme family protein		AT3G52210.1		27.1		0		RNA.processing				 no descriptionmoderately similar to ( 272)AT3G52210| Symbols:  | mRNA capping enzyme family protein | chr3:19378013-19380271 FORWARDmoderately similar to ( 378)MCES2_ORYSAnot assigned Pox_MCEL 				Cluster: mRNA cap guanine-N7 methyltransferase 2 (EC 2.1.1.56) (mRNA (guanine- N(7)-)-methyltransferase 2); n=1; Oryza sativa|Rep: mRNA cap guanine-N7 methyltra		UniRef90_Q6K833				CHR02V5|COORD:33067266..33071309|protein S-adenosylmethionine-dependent methyltransferase/ catalytic, putative, expressed		LOC_Os02g54000.1		CUST_245_PI399408534		-3.183333		-1.6705381		3.183333		down

		HD13B05r_s_at		0		-0.18918085		-0.8166323		-0.5903053		-1.3846493		-1.1379719		-1.6017034		-1.4136908		-1.701052		-0.91488934		-1.1212864		3.1637774		-0.75978947		2.5085826		2.2010155		1.2764845		5.551075		5.5599146		5.5986853		-0.8755474		-0.49982738		-0.6201949		-1.3533435		0.95466137		0.74826145		1.0094643		-1.6180618		3.8386211		1.5019016		1.4993215		-0.14746857		0.6433563		0.101350784		0.62460613		-0.06795025		2.3631444		0.067950726				ribonuclease 1 (RNS1)		At2g02990.1     		27		0		RNA.processing.ribonucleases				RIBONUCLEASE 1;S-LIKE RIBONUCLEASE 1;S-LIKE RNASE 1;ribonuclease 1 (RNS1), identical to ribonuclease SP:P42813 Ribonuclease 1 precursor (EC 3.1.27.1) {Arabidopsis thaliana}, GI:561998 from (Arabidopsis thaliana)				S-like RNase [Triticum aestivum]		AAS01727.1      				protein Ribonuclease T2 family		Os08g33710		CUST_16683_PI404877155		-13.432122		-3.7476153		13.432122		down

		35_15744		0		0.6112709		0.79507446		0.6522131		0.29736614		0.36153507		0.3630724		-0.2675419		0.07061386		0.0795784		1.232832		1.3505659		1.2158308		1.3376646		1.2331228		1.1056099		1.9425812		1.934391		2.0595188		-0.4908781		-0.1665864		-0.13378334		-0.30796432		-0.37273788		-0.48695707		-0.4232068		-0.26948118		-0.070614815		0.10238075		-0.11745787		-0.18759966		-1.0116143		-0.9840727		-0.9632058		-1.167439		-1.2346454		-1.498394				CHR3V7|COORD:4737623..4739007| RAP2.2; DNA binding / transcription factor		AT3G14230.2		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionweakly similar to ( 178)AT3G14230| Symbols: RAP2.2 | RAP2.2; DNA binding / transcription factor | chr3:4737623-4739007 REVERSEmoderately similar to ( 462)ERF1_ORYSAnot assigned not assigned not assigned not assigned AP2 AP2 AP2 				Cluster: Ethylene-responsive transcription factor 1; n=2; Oryza sativa|Rep: Ethylene-responsive transcription factor 1 - Oryza sativa (Rice)		UniRef90_Q6K7E6				CHR02V5|COORD:33196815..33193935|protein ethylene response element binding protein, putative, expressed		LOC_Os02g54160.1		CUST_10515_PI399408534		-2.2361124		-1.1609927		2.2361124		down

		35_16193		0		-0.2396245		-0.19606066		-0.010565281		-0.36608458		-0.18961763		-1.1095977		0.26426077		-0.28365803		0.010565758		0.51359177		0.3332677		0.5333972		-0.076058865		-0.07314348		-0.5281892		-0.32097626		-0.1806016		-0.17167616		0.29404116		0.16685724		-0.21037436		-0.19308186		-0.0697484		0.22442055		0.67754984		-0.11479187		-0.3412776		0.6888256		0.7251353		0.90081644		1.5680256		1.5936356		1.4705563		1.6256533		1.3399324		1.3471413				CHR1V7|COORD:25884105..25885163| RAV2 (REGULATOR OF THE ATPASE OF THE VACUOLAR MEMBRANE); DNA binding / transcription factor		AT1G68840.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionmoderately similar to ( 283)AT1G68840| Symbols: RAP2.8, RAV2 | RAV2 (REGULATOR OF THE ATPASE OF THE VACUOLAR MEMBRANE); DNA binding / transcription factor | chr1:25884105-25885163 FORWARDvery weakly similar to (62.0)ERF3_TOBACEthylene-responsive transcription factor 3 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned B3 AP2 AP2 PRK07003 PRK07764 PRK12323 FimV PRK12678 DUF566 PRK09169 				Cluster: Putative AP2 domain containing protein RAP2.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative AP2 domain containing protein RAP2.8 - Oryza s		UniRef90_Q9AWS0				CHR01V5|COORD:2199066..2200662|protein DNA-binding protein RAV1, putative, expressed		LOC_Os01g04800.1		CUST_11705_PI399408534		-2.3020241		-1.2029029		2.3020241		down

		35_18932		0		-2.2752085		-1.9161892		-2.2697043		-1.8360176		-1.8143678		-1.7364259		-1.0661545		-1.1267433		-1.203649		-0.26314783		0.24441814		0.23674202		0.53098536		0.48519754		0.4043622		1.3789406		1.4851112		1.445385		-1.8025475		-1.6403913		-1.6560993		-1.355073		-0.6650982		-1.3323002		-0.34199524		-0.2367425		0.28844213		0.71429634		0.87851524		0.74370813		1.1935968		1.3864851		1.3299017		1.4596567		1.3083982		1.102788		1.00E-36		CHR5V7|COORD:4272387..4274464| RAP2.6L (related to AP2 6L); DNA binding / transcription factor		AT5G13330.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionweakly similar to ( 118)AT5G13330| Symbols: RAP2.6L | RAP2.6L (related to AP2 6L); DNA binding / transcription factor | chr5:4272387-4274464 FORWARDvery weakly similar to (83.2)ERF1_ORYSAnot assigned not assigned AP2 AP2 AP2 Tymo_45kd_70kd KAR9 HPC2 				Cluster: OSJNBa0039C07.10 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: OSJNBa0039C07.10 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XLG6				CHR04V5|COORD:19464267..19467843|protein DNA binding protein, putative, expressed		LOC_Os04g32620.1		CUST_30696_PI399408534		-5.1149397		-2.3547173		5.1149397		down

		35_3452		0		-0.40935946		0.12852383		-0.38789272		-0.626668		-0.06401634		-1.1587348		-0.31156588		-0.7901573		-0.6116061		0.663713		0.06401634		-0.50490284		-0.787436		-0.65751696		-1.2106228		0.7865977		0.7827711		0.6946888		1.6917329		-0.11718702		1.1341758		-1.1052642		-0.1679759		0.1533575		-0.4254279		-1.0188828		-0.6078744		0.5778084		2.2182574		0.23030281		1.0951624		1.1981311		1.2372956		1.6770425		1.2461033		1.263875		1.00E-33		CHR4V7|COORD:9759658..9760224| ATERF-1 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 1); DNA binding / transcription factor/ transcriptional activator		AT4G17500.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionvery weakly similar to ( 100)AT4G17500| Symbols: ATERF-1 | ATERF-1 (ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 1); DNA binding / transcription factor/ transcriptional activator | chr4:9759658-9760224 FORWARDvery weakly similar to (97.4)ERF2_TOBACEthylene-responsive transcription factor 2 - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AP2 AP2 PRK12323 AP2 Tymo_45kd_70kd PRK07764 Transformer Gag_spuma 				Rep: OSJNBa0079A21.16 protein - Oryza sativa (Rice)		UniRef90_Q7XU93				CHR04V5|COORD:27154537..27151770|protein ethylene-responsive transcription factor 2, putative, expressed		LOC_Os04g46220.1		CUST_26236_PI399408534		-2.37061		-1.2452583		2.37061		down

		Contig7483_at		0		-0.16763449		-0.3906107		-0.1299634		-0.25074673		-0.23318243		-1.1394877		0.09929848		0.78420305		-0.0041775703		0.42978907		0.4691639		0.5842638		-0.20635796		-0.15544415		-0.34531403		-0.37479115		-0.43026638		-0.22999477		0.15920687		-0.10453892		-0.32387972		-0.05155325		0.0041775703		0.03866434		0.684865		-0.37893486		-0.44622087		0.74049425		0.66637516		0.83017635		1.5002298		1.5410357		1.4895		1.328352		1.2641678		1.3154764				DNA-binding protein RAV2 (RAV2) / AP2 domain-containing protein RAP2.8		At1g68840.1     		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				NONE				putative AP2 domain containing protein RAP2.8 [Oryza sativa (japonica cultivar-group)] dbj|BAB21218.1| putative AP2 domain containing protei		NP_909194.1     				protein B3 DNA binding domain, putative		Os01g04800		CUST_13741_PI404877155		-2.3500135		-1.232669		2.3500135		down

		HB26N23r_at		0		-2.1008835		-1.9240432		-2.1070833		-2.3140802		-1.8215241		-1.9423242		-1.0189137		-1.1227345		-1.2669697		-0.32460165		0.24920034		0.16045666		0.50048685		0.46278143		0.33695602		1.379354		1.6531157		1.4287448		-1.8201132		-1.6649394		-1.847404		-1.5990276		-0.71699		-1.3050208		-0.36220837		-0.16045666		0.30711555		0.81377363		0.7838898		0.792953		1.2780414		1.4031739		1.3717303		1.6674571		1.3566146		1.3248181		3.00E-06		AP2 domain-containing transcription factor family protein		At5g13330.1     		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				NONE		7.00E-12		OSJNBa0039C07.10 [Oryza sativa (japonica cultivar-group)] ref|XP_472341.1| OSJNBa0039C07.10 [Oryza sativa (japonica cultivar-group)]		CAE05154.2      		2.00E-13		protein AP2 domain, putative		Os04g32620		CUST_16599_PI404877155		-5.223459		-2.3850055		5.223459		down

		35_10587		0		-0.28904963		-1.5108085		-0.68977547		-0.6285672		-0.62464		-0.7603674		0.25347328		-0.17337894		-0.2628703		-0.33585405		-0.7829118		-0.9706836		-0.4207487		-0.36115074		-0.10535574		-0.31486845		-0.33705282		-0.32864904		0.10535574		0.21759701		-0.26731682		0.9302106		1.0669994		1.0073566		1.29599		1.309659		1.2718525		0.46780443		1.5016727		1.3061466		3.1283693		3.317213		2.6881714		3.0514078		2.6340742		2.657731		7.00E-39		CHR1V7|COORD:11188274..11192298| PAZ domain-containing protein / piwi domain-containing protein		AT1G31290.1		27		0		RNA.regulation of transcription.Argonaute				 no descriptionweakly similar to ( 157)AT1G31290| Symbols:  | PAZ domain-containing protein / piwi domain-containing protein | chr1:11188274-11192298 FORWARDnot assigned PAZ_argonaute_like PAZ DUF1785 				Rep: H0525G02.4 protein - Oryza sativa (Rice)		UniRef90_Q00RR6				CHR04V5|COORD:31020119..31024367|protein eukaryotic translation initiation factor 2C 2, putative, expressed		LOC_Os04g52540.1		CUST_20190_PI399408534		-2.8978593		-1.5349876		2.8978593		down

		Contig11685_at		0		0.0030059814		-0.3331852		-0.17488956		-0.34086227		-0.4051838		-0.4792881		-0.037114143		-0.09884262		-0.1621933		0.4279871		0.34840298		-0.56102943		0.57041264		0.51685333		0.40955067		0.36846733		0.22325039		0.36243057		-0.9256544		-0.38078403		-0.7760439		-0.0030069351		-0.2047615		-0.24568176		-0.08149433		-0.11162853		-0.12445831		0.18778133		0.5367565		0.5192337		1.3679047		1.3809795		1.3494816		1.3906384		0.990139		1.0146637		1.00E-40		auxin-responsive protein / indoleacetic acid-induced protein 17 (IAA17)		At1g04250.1     		27		0		RNA.regulation of transcription.Aux/IAA family				0				P0509B06.6 [Oryza sativa (japonica cultivar-group)]		NP_914416.1     				protein AUX/IAA family		Os01g08320		CUST_1510_PI404877155		-2.4417224		-1.2878991		2.4417224		down

		35_26556		0		0.16687965		0.49914455		0.61665964		-0.09830904		0.7429614		-0.9368684		1.4457493		0.3651502		1.2791228		-0.7986107		-1.5489585		-2.3994179		-1.4855075		-2.3755722		-2.0060072		-2.3250225		-2.0872903		-2.07452		-0.32862997		-2.3793712		-1.9815941		-0.52928305		-0.7837231		-0.49725962		0.3158517		-0.26609325		0.0983088		0.1312213		3.1638913		1.0126476		2.910604		2.6156883		2.6732435		3.0439801		2.674892		2.520299		3.00E-30		CHR1|COORD:3076604..3079541| phytochrome interacting factor 3 (PIF3), identical to phytochrome interacting factor 3 (PIF3) GI:3929585 from (Arabidopsis thaliana		AT1G09530.2		27		0		RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family				 no descriptionweakly similar to ( 128)AT1G09530| Symbols: PIF3, POC1, PAP3 | PIF3 (PHYTOCHROME INTERACTING FACTOR 3); DNA binding / transcription factor/ transcription regulator | chr1:3077218-3079369 FORWARDvery weakly similar to (55.5)ARRS_MAIZEAnthocyanin regulatory R-S protein - Zea mays (Maize)not assigned not assigned HLH HLH HLH 				Cluster: Helix-loop-helix DNA-binding domain containing protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: Helix-loop-helix DNA-binding domain		UniRef90_Q2QMB8				CHR12V5|COORD:25735202..25739518|protein phytochrome-interacting factor 4, putative, expressed		LOC_Os12g41650.3		CUST_30510_PI399408534		-8.060771		-3.010918		8.060771		down

		35_7835		0		-0.71828604		-0.6332197		-0.4439597		-0.9940753		0.023501396		-0.55023766		-0.4604683		-0.6405573		-0.68058014		1.246367		1.221726		1.5651689		0.6906972		0.94522953		0.13241243		-0.35450125		-0.023501396		-0.037760258		0.1735053		-0.62129116		0.5390234		-1.7497766		-0.8990607		-1.8513124		-1.1685739		-1.3430324		-0.90796804		0.95244694		0.9051285		1.3467836		0.5762186		0.9716053		0.73593044		0.7496395		0.13051844		0.44376707		3.00E-40		CHR1V7|COORD:1744842..1747426| basic helix-loop-helix (bHLH) family protein		AT1G05805.1		27		0		RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family				 no descriptionweakly similar to ( 147)AT1G05805| Symbols:  | basic helix-loop-helix (bHLH) family protein | chr1:1744842-1747426 FORWARDnot assigned HLH HLH 				Cluster: Os04g0489600 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os04g0489600 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JC65				CHR02V5|COORD:23637223..23645665|protein DNA binding protein, putative, expressed		LOC_Os02g39140.1		CUST_26018_PI399408534		-2.2421112		-1.1648579		2.2421112		down

		35_4274		0		0.19334221		-0.3409481		0.68362904		-0.042131424		0.1625185		-0.58677197		0.916049		0.1980524		0.09825516		1.8319035		0.5266619		0.042131424		-0.9761934		-1.3190169		-1.5569797		-2.3381853		-2.237598		-2.4583378		-0.22662926		-0.46231842		-0.6939354		-0.41352367		-0.22935772		-0.643178		-0.4476843		-0.600399		-0.7569008		0.63879776		3.5198202		2.8761559		2.785779		3.9270277		2.950469		3.5649605		3.0655499		3.1793804		5.00E-31		CHR5V7|COORD:8515262..8516544| BZO2H2 (basic leucine zipper O2 homolog 2); DNA binding / transcription factor		AT5G24800.1		27		0		RNA.regulation of transcription.bZIP transcription factor family				 no descriptionvery weakly similar to (97.1)AT5G24800| Symbols: ATBZIP9, BZO2H2 | BZO2H2 (basic leucine zipper O2 homolog 2); DNA binding / transcription factor | chr5:8515262-8516544 FORWARDvery weakly similar to (80.1)CPRF2_PETCRLight-inducible protein CPRF-2 - Petroselinum crispum (Parsley) (Petroselinum hortense)not assigned BRLZ bZIP_1 				Rep: RISBZ5 - Oryza sativa (Rice)		UniRef90_Q9AVC9				CHR06V5|COORD:27301110..27298917|protein light-inducible protein CPRF-2, putative, expressed		LOC_Os06g45140.1		CUST_16394_PI399408534		-10.871128		-3.4424298		10.871128		down

		35_6259		0		0.026472092		0.22035837		0.31870413		-1.1585536		-0.9909029		-1.4303308		-1.1742864		-1.9204798		-2.138363		1.0797863		1.4027395		1.5240011		-0.026472092		-0.47881746		-0.26442575		-0.634953		-0.41823196		-0.6491618		-0.09168434		1.1473551		0.47964668		-1.0259194		-1.4869514		-1.7098956		-1.1250563		-1.1984873		0.23747349		1.6801643		1.40024		1.2024727		0.64438057		0.68183327		0.66459846		0.6636152		0.5411644		0.7503195				CHR1|COORD:2621901..2627718| similar to bZIP family transcription factor [Arabidopsis thaliana] (TAIR:At5g06839.1); similar to basic leucine zipper		AT1G08320.3		27		0		RNA.regulation of transcription.bZIP transcription factor family				 no descriptionmoderately similar to ( 381)AT1G08320| Symbols:  | DNA binding | chr1:2622110-2627448 REVERSEmoderately similar to ( 348)HBP1C_WHEATTranscription factor HBP-1b(c1) - Triticum aestivum (Wheat)BRLZ bZIP_1 				Cluster: BZIP transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: BZIP transcription factor - Oryza sativa (japonica cultivar-group)		UniRef90_Q53Q70				CHR11V5|COORD:2464637..2458158|protein TGACG-sequence-specific DNA-binding protein TGA-2.1, putative, expressed		LOC_Os11g05480.1		CUST_21904_PI399408534		-2.7220635		-1.4447007		2.7220635		down

		Contig11401_at		0		0.18824005		-0.21583939		0.68946075		-0.016850471		0.18979836		-0.57556057		0.9221897		0.08724117		0.07027531		1.6765747		0.4452095		0.005188942		-1.0734901		-1.3968182		-1.6912165		-2.4907765		-2.3162522		-2.3087897		-0.0051898956		-0.2817154		-0.4688816		-0.32262325		-0.26199913		-0.54462147		-0.49349117		-0.69273186		-0.7988596		0.70869064		3.3086987		2.7324991		2.6410217		3.741829		2.6036196		3.2548141		3.106535		3.1016788		4.00E-31		bZIP transcription factor family protein		At5g24800.1     		27		0		RNA.regulation of transcription.bZIP transcription factor family				NONE				RISBZ5 [Oryza sativa]		BAB39175.1      				protein RISBZ5		Os06g45140		CUST_1293_PI404877155		-9.382317		-3.2299442		9.382317		down

		Contig15334_at		0		0.064837456		0.02986908		0.10983944		0.09607601		-0.20123482		-0.07688904		0.62230015		0.3292246		0.13642311		0.29139233		0.118935585		-0.05416107		-0.27843952		-0.46226597		-0.30471134		-0.71268654		-0.4442587		-0.41966248		-0.8191147		-0.7222767		-0.951313		-0.24542618		-0.80207443		-0.6520977		-0.14869118		-0.19351101		-0.029870033		0.571167		0.34858036		0.34760284		0.8516016		0.772686		0.757884		0.5424576		0.23947716		0.2936325		2.00E-18		ABA-responsive element-binding protein 2 (AREB2)		At3g19290.1     		27		0		RNA.regulation of transcription.bZIP transcription factor family				NONE		5.00E-30		bZIP transcription factor ABI5 [Hordeum vulgare subsp. vulgare]		AAO06115.1      		8.00E-22		protein bZIP transcription factor ABI5		Os09g28310		CUST_4365_PI404877155		-2.0450876		-1.0321627		2.0450876		down

		35_22890		0		-1.1649492		-1.2492766		-0.95374656		-0.34447098		-0.48857546		-1.5481		-1.7344346		-1.3423271		-0.45401		-1.4288921		-1.598151		0.43099737		0.3969288		0.4481082		0.61489487		1.076313		1.345748		1.3766203		1.7115631		-0.62959623		1.4770026		-0.14510632		-0.22711182		-0.3658061		1.3098016		0.3242631		0.44092464		0.4486246		-0.84551525		0.16107655		0.43363857		0.0103292465		0.005469322		0.519578		-0.23534775		-0.005469799		9.00E-10		CHR1V7|COORD:8933926..8935271| zinc finger (B-box type) family protein		AT1G25440.1		27		0		RNA.regulation of transcription.C2C2(Zn) CO-like, Constans-like zinc finger family				 no descriptionvery weakly similar to (58.9)AT1G25440| Symbols:  | zinc finger (B-box type) family protein | chr1:8933926-8935271 REVERSECCT 		1.00E-09		Cluster: Zinc finger protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger protein-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q5Z6R0		5.00E-11		CHR06V5|COORD:8703832..8705950|protein zinc finger protein CONSTANS-LIKE 16, putative, expressed		LOC_Os06g15330.1		CUST_11245_PI399408534		-2.5086997		-1.3269397		2.5086997		down

		Contig19625_at		0		-0.3955903		-0.49593925		-0.58303785		0.12465811		-0.2179966		-0.18622208		-0.67137337		0.08519745		0.08875942		-0.45581388		0.38840723		0.023199081		0.33928442		0.2988081		0.30547428		-0.68713427		1.2739177		-0.023199558		-0.5068288		-1.8061593		-1.426873		-0.9809458		-0.58736706		-0.090735435		-0.6837585		-0.2092433		-0.92432165		0.5658169		0.5737376		0.24140072		0.71501493		0.88654613		0.49477005		0.19727278		0.5583272		1.1277628		6.00E-33		zinc finger (C2H2 type) family protein		At3g13810.1     		27		0		RNA.regulation of transcription.C2H2 zinc finger family				zinc finger (C2H2 type) family protein, contains Pfam domain, PF00096: Zinc finger, C2H2 type				zinc finger protein-like protein [Oryza sativa (japonica cultivar-group)]		BAC79830.1      				protein Zinc finger, C2H2 type, putative		Os07g39310		CUST_6598_PI404877155		-2.6343215		-1.3974314		2.6343215		down

		35_10104		0		-1.3893299		-1.406632		-1.616539		-1.111978		-1.212739		-0.9010277		-1.792809		-0.9879136		-0.63541365		0.709147		0.7092886		0.78114843		1.4437923		1.490284		1.2684579		1.3845158		1.4535398		1.4316306		-1.7319605		-1.1092477		-2.2785974		-1.3342619		-1.2090349		-1.4517899		-0.5644994		-0.44264317		-0.61745214		0.44264317		0.6260891		0.95392513		1.1637421		1.2082644		1.1800661		1.3589749		0.98275375		0.91009474				CHR1V7|COORD:23341133..23344013| KNAT7 (Knotted-like Arabidopsis thaliana); DNA binding / transcription factor		AT1G62990.1		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				 no descriptionmoderately similar to ( 318)AT1G62990| Symbols: IXR11, KNAT7 | KNAT7 (Knotted-like Arabidopsis thaliana); DNA binding / transcription factor | chr1:23341133-23344013 FORWARDmoderately similar to ( 315)HD1_BRANAHomeobox protein HD1 - Brassica napus (Rape)not assigned not assigned homeodomain HOX KNOX2 				Cluster: KNOX family class 2 homeodomain protein; n=5; Oryza sativa (japonica cultivar-group)|Rep: KNOX family class 2 homeodomain protein - Oryza sativa (japon		UniRef90_Q94LW3				CHR03V5|COORD:1318397..1323640|protein homeobox protein HD1, putative, expressed		LOC_Os03g03164.2		CUST_31587_PI399408534		-5.329576		-2.4140208		5.329576		down

		35_22608		0		-0.621706		-0.4497385		-0.42100525		-1.0820389		-0.98623943		-0.8979988		-1.1719341		-1.0999565		-1.4201622		0.15629196		0.3829813		0.3445835		0.2397337		-0.099313736		0.1324377		0.6288252		0.5737257		0.68924046		-0.7556238		0.30878925		-0.29371452		-0.24468899		-0.6851654		-0.4644966		-0.4683771		-0.74803066		-0.9088774		0.23869228		0.40691185		0.3499632		0.3838339		0.12599373		0.32291794		0.09931469		0.25996685		0.17985535				CHR3V7|COORD:22641744..22645850| HDG1 (HOMEODOMAIN GLABROUS1); DNA binding / transcription factor		AT3G61150.1		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				 no descriptionmoderately similar to ( 209)AT3G61150| Symbols: HDG1 | HDG1 (HOMEODOMAIN GLABROUS1); DNA binding / transcription factor | chr3:22641744-22645850 FORWARD				Rep: OSIGBa0139P06.7 protein - Oryza sativa (Rice)		UniRef90_Q01JP1				CHR04V5|COORD:28387933..28381593|protein homeobox protein OCL1, putative, expressed		LOC_Os04g48070.2		CUST_17595_PI399408534		-2.3691428		-1.2443651		2.3691428		down

		35_3095		0		-0.78372		-0.86095047		-0.6449938		-0.7000408		-0.73593616		-0.37921858		-0.1149044		-0.39177465		-0.49069834		0.30771875		0.12741852		0.49826622		0.6623535		0.56408024		0.68889093		0.50327444		0.63902426		0.5957055		-0.88105917		-0.6235671		-0.15839863		-1.1943254		-1.1273923		-1.1880713		-0.2587042		-0.5762768		-0.27173805		0.1149044		0.14490938		0.5459609		0.6547322		0.54456615		0.5003643		0.92299366		0.36990166		0.3704772		4.00E-34		CHR2V7|COORD:19172847..19173843| ATHB-7 (ARABIDOPSIS THALIANA HOMEOBOX 7); transcription factor		AT2G46680.1		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				 no descriptionweakly similar to ( 140)AT2G46680| Symbols: ATHB7, ATHB-7 | ATHB-7 (ARABIDOPSIS THALIANA HOMEOBOX 7) | chr2:19172847-19173843 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Homeobox HOX homeodomain PRK07003 PRK07764 APC_basic PRK12323 				Cluster: Putative homeodomain leucine zipper protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative homeodomain leucine zipper protein - Oryza sativ		UniRef90_Q651Z5				CHR09V5|COORD:20671273..20672801|protein homeodomain-leucine zipper transcription factor TaHDZipI-1, putative, expressed		LOC_Os09g35910.1		CUST_1748_PI399408534		-2.10899		-1.0765522		2.10899		down

		35_7127		0		-0.21565628		0.13356209		-0.0654273		-0.12769079		-0.25391912		-0.6061816		-0.08786583		-0.52325726		-0.20607233		1.8579664		1.5421119		1.8693705		1.1956325		1.1433883		1.1373825		0.9183111		0.9469304		1.1954246		3.1133785		-0.6835151		2.6727037		-1.0005422		-0.02066183		-1.164691		0.02066183		0.033497334		0.726984		0.9775405		0.58732605		0.14125013		-0.98411846		-1.4918599		-1.4574037		-1.3251791		-1.2066774		-1.8143804				CHR4V7|COORD:299741..304103| ANL2 (ANTHOCYANINLESS 2); transcription factor		AT4G00730.1		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				 no descriptionmoderately similar to ( 256)AT4G00730| Symbols: AHDP, ANL2 | ANL2 (ANTHOCYANINLESS 2); transcription factor | chr4:299741-304103 REVERSE				Cluster: Os09g0526200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0526200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J077				CHR09V5|COORD:20573844..20567501|protein OCL3 protein, putative, expressed		LOC_Os09g35760.2		CUST_10067_PI399408534		-2.8854187		-1.5287807		2.8854187		down

		Contig25238_at		0		-1.4623353		-1.6259534		-2.157057		-1.3010459		-1.6269214		-1.0021701		-2.263762		-1.7262638		-0.96435165		0.59894466		0.6492982		0.6931653		1.3134112		1.0713043		0.9801059		1.1129165		1.3437252		1.1689434		-2.8752449		-1.4741509		-1.9015605		-1.2748892		-1.2666872		-1.3570561		-0.6482458		-0.19995499		-0.7878566		0.6136365		0.19995499		0.9393091		1.1073399		1.1597099		1.0750065		0.92753077		0.606596		0.66749954				homeodomain transcription factor (KNAT7)		At1g62990.1     		27		0		RNA.regulation of transcription.HB,Homeobox transcription factor family				IXR11;TRANSCRIPTION FACTOR KNAT7;homeodomain transcription factor (KNAT7), contains Pfam profiles:  PF03789 ELK domain, PF03790 KNOX1 domain, PF03791 KNOX2 domain; similar to homeobox protein HD1 SP:P46606 from (Brassica napus); identical to cDNA  homeodo				homeobox gene [Oryza sativa (japonica cultivar-group)]		BAA77823.1      				protein KNAT3 homeodomain protein		Os08g19650		CUST_8539_PI404877155		-5.9069295		-2.5624084		5.9069295		down

		35_18212		0		-0.94558406		-0.09017897		-0.9752629		-1.1116736		-1.0129802		-1.6870172		-1.3321517		-0.9801676		-0.39690924		0.07769489		-0.33734703		-0.51810336		0.68398094		0.20774508		0.042986393		0.98932123		0.8006687		1.0726075		0.6143837		-0.4533224		0.25612736		-1.3975062		-1.2030785		-0.8273127		-0.04298687		0.20239735		-0.5479567		0.08067274		1.2437677		-0.80947423		0.5936823		0.61204624		0.3423252		0.44287825		0.13576746		0.4851823				CHR5V7|COORD:9331778..9333047| ATMYB4 (myb domain protein 4); transcriptional repressor		AT5G26660.1		27		0		RNA.regulation of transcription.MYB domain transcription factor family				 no descriptionmoderately similar to ( 214)AT5G26660| Symbols: AtMYB4, AtMYB86, ATMYB4 | ATMYB4 (myb domain protein 4); transcriptional repressor | chr5:9331778-9333047 REVERSEmoderately similar to ( 261)MYB3_HORVUMyb-related protein Hv33 - Hordeum vulgare (Barley)not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT 				Rep: Myb-related protein - Triticum aestivum (Wheat)		UniRef90_Q2AAT5				CHR05V5|COORD:26904201..26905764|protein myb-related protein Hv33, putative, expressed		LOC_Os05g46610.1		CUST_14907_PI399408534		-2.4342844		-1.2834977		2.4342844		down

		Contig15729_at		0		0.09789181		-1.9067593		0.08648491		-0.6876955		-0.17622471		-0.56805325		-0.097602844		-0.040412903		-0.09322548		0.040413857		0.21842003		-3.8186002		0.72454834		-0.4199648		-0.5283756		1.5310755		1.5307989		1.4225597		0.597373		-0.25422573		-1.9968896		-2.274619		-1.2884274		-2.2888675		-0.7777891		-2.0553274		-1.7933326		0.63933754		3.5480442		1.2829924		4.3662596		4.21714		4.5452614		4.758175		4.2625475		4.282632		1.00E-40		myb family transcription factor		At2g38090.1     		27		0		RNA.regulation of transcription.MYB domain transcription factor family				putative I-box binding factor				putative I-box binding factor [Oryza sativa (japonica cultivar-group)]		NP_915611.1     				protein Myb-like DNA-binding domain, putative		Os05g37060		CUST_4614_PI404877155		-29.706808		-4.8927217		29.706808		down

		35_28089		0		-1.0944843		-1.464406		-1.1495714		-0.15156794		-0.03824711		-0.8305044		0.655035		-0.14059067		0.32519722		-0.81651354		-1.1448865		-0.7735214		-0.89116573		-0.92207384		-1.1030793		-1.275548		-0.95361376		-1.249712		1.5591497		-0.524148		1.4184179		-0.0100317		0.25845194		0.010031223		0.79116917		0.79665184		0.7194977		0.36606312		2.0530815		1.9121809		2.7767792		3.3862123		2.9896946		3.417142		3.0027008		3.0449429		8.00E-41		CHR3V7|COORD:5547834..5549403| myb family transcription factor		AT3G16350.1		27		0		RNA.regulation of transcription.MYB-related transcription factor family				 no descriptionweakly similar to ( 137)AT3G16350| Symbols:  | myb family transcription factor | chr3:5547834-5549403 FORWARDnot assigned 				Rep: MCB2 protein - Hordeum vulgare (Barley)		UniRef90_Q9AVV5				CHR01V5|COORD:24087195..24089348|protein MCB2 protein, putative, expressed		LOC_Os01g41900.1		CUST_14006_PI399408534		-3.9783728		-1.9921784		3.9783728		down

		35_41863		0		0.23359728		-0.12942266		-0.09672165		-0.12292957		-0.02067566		0.19125557		-0.27384377		-0.63909817		0.02067566		0.9196811		0.40428066		0.5122819		0.5187774		0.37391663		0.5065303		-0.43819714		-0.18809986		-0.25556183		-0.07564211		-0.11292219		-0.22994614		-0.4603567		-0.4806552		-0.13596678		-0.6092658		-0.4156747		-0.50489616		0.6479788		0.3885212		0.31901932		0.982378		0.99428034		0.7966356		0.65263605		0.70644426		0.7637992				CHR1V7|COORD:3162004..3165124| ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor		AT1G09770.1		27		0		RNA.regulation of transcription.MYB-related transcription factor family				 no descriptionmoderately similar to ( 255)AT1G09770| Symbols: AtMYBCDC5, CDC5, ATCDC5 | ATCDC5 (Arabidopsis thaliana homolog of cdc5); DNA binding / transcription factor | chr1:3162004-3165124 FORWARDnot assigned REB1 				Rep: OSIGBa0130K07.8 protein - Oryza sativa (Rice)		UniRef90_Q01LJ9				CHR04V5|COORD:16392478..16399791|protein cell division cycle 5-like protein, putative, expressed		LOC_Os04g28090.1		CUST_15038_PI399408534		-2.0431283		-1.0307798		2.0431283		down

		35_7607		0		-0.018024445		-2.3245463		0.2274208		-0.5814843		-0.058321		-0.540637		0.15627956		-0.010872841		-0.14639473		0.010871887		0.65022755		-3.1840916		0.46218395		-0.721179		-0.77140903		1.4265823		1.2686386		1.451189		0.61797714		-0.20651054		-2.8439374		-2.5440474		-1.3389916		-2.075502		-0.85002327		-2.0565615		-1.7016487		0.79136944		3.6806183		1.4971666		4.4337845		4.3646984		4.320877		4.5700026		4.1736565		4.259798		1.00E-40		CHR2V7|COORD:15952356..15953853| myb family transcription factor		AT2G38090.1		27		0		RNA.regulation of transcription.MYB-related transcription factor family				 no descriptionweakly similar to ( 140)AT5G04760| Symbols:  | myb family transcription factor | chr5:1373753-1374530 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07003 TT_ORF1 PRK07764 SANT Tymo_45kd_70kd Atrophin-1 SANT PRK12678 Extensin_2 				Cluster: Putative myb-like transcription factor; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative myb-like transcription factor - Oryza sativa (japonic		UniRef90_Q6F2M6				CHR05V5|COORD:21572195..21570997|protein DNA binding protein, putative, expressed		LOC_Os05g37060.1		CUST_31513_PI399408534		-32.225597		-5.010135		32.225597		down

		AJ303355_at		0		-0.8701844		-1.2426672		-1.4179924		-0.5105114		-0.01799059		-0.9356022		0.9537444		-0.009203434		0.6325712		-0.63032675		-1.662713		-0.20526361		-0.6293664		-0.74270535		-0.8554435		-1.3156581		-1.0391808		-1.3400126		2.647099		-0.4047594		2.868915		0.009203434		0.27133465		-0.48909855		1.3451562		1.0835052		1.033639		0.6638026		2.2707133		2.3545399		3.1191878		3.656425		3.311708		3.77315		3.5794759		3.5238423		7.00E-41		myb family transcription factor		At3g16350.1     		27		0		RNA.regulation of transcription.MYB-related transcription factor family				NONE				MCB2 protein [Hordeum vulgare subsp. vulgare]		CAC24845.1      				protein Transposable element protein, putative		Os01g41900		CUST_58_PI404877155		-3.9655998		-1.987539		3.9655998		down

		35_16660		0		-1.4339767		-1.0206747		-1.1303787		-2.873845		-2.7951527		-3.271649		-2.27736		-3.1614213		-2.4642339		0.7280383		0.45996618		1.1095123		0.5595341		0.8246851		0.608829		0.7682719		1.0869236		0.7028961		1.3128643		-1.3399372		0.9906349		-2.5637298		-1.4461122		-2.3472366		-1.6532984		-2.218134		-2.0629206		0.9671593		0.71184635		0.6681404		0.12579823		0.27614784		0.31136942		0.37414742		-0.12579775		-0.24313784		3.00E-28		CHR5V7|COORD:4196646..4197580| ANAC083 (Arabidopsis NAC domain containing protein 83); transcription factor		AT5G13180.1		27		0		RNA.regulation of transcription.NAC domain transcription factor family				 no descriptionweakly similar to ( 111)AT5G13180| Symbols: ANAC083 | ANAC083 (Arabidopsis NAC domain containing protein 83); transcription factor | chr5:4196646-4197580 FORWARDvery weakly similar to (95.5)NAC68_ORYSAnot assigned not assigned NAM 				Cluster: Putative development regulation gene OsNAC4; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative development regulation gene OsNAC4 - Oryza sativ		UniRef90_Q6Z1G9				CHR08V5|COORD:26633973..26637501|protein NAC domain-containing protein 68, putative, expressed		LOC_Os08g42400.1		CUST_33350_PI399408534		-8.17272		-3.0308163		8.17272		down

		35_21919		0		0.68430233		0.13916206		-0.021902084		0.6352329		0.7219162		0.9905062		0.08825016		0.19082642		0.61749744		-0.36947918		-0.6922493		-0.6640911		0.021902084		-0.07116985		0.13356113		-0.9433317		-0.74713707		-0.8081894		-0.43080044		-0.59355927		-1.0135632		-0.67664814		-0.4869833		-0.25629997		-0.96170235		-0.9309416		-1.1593151		0.13161659		0.06553459		-0.1069355		1.0135307		1.256177		1.461093		1.2200613		1.6733065		1.6278772		7.00E-14		CHR5V7|COORD:24215441..24217728| APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator		AT5G60100.1		27		0		RNA.regulation of transcription.Psudo ARR transcription factor family				 no descriptionvery weakly similar to (74.3)AT5G60100| Symbols: PRR3, APRR3 | APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator | chr5:24215441-24217728 REVERSEvery weakly similar to (77.4)PRR95_ORYSA				Cluster: CCT motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCT motif family protein, expressed - Oryza sativa (japonica cult		UniRef90_Q2RAB7				CHR11V5|COORD:2784900..2789633|protein CCT motif family protein, expressed		LOC_Os11g05930.5		CUST_24209_PI399408534		-3.1388378		-1.6502305		3.1388378		down

		Contig5150_s_at		0		0.39928818		0.04623127		0.121323586		-0.19048405		-0.04480076		-0.10469723		-0.2970991		-0.20417213		0.029597282		-0.25033855		-0.016172409		-0.61502075		-0.078196526		0.016173363		0.1369133		0.081804276		-0.10633755		0.017380714		-0.6321821		0.20213318		-0.4964533		-0.03069973		-0.23270512		-0.23194504		-0.10194397		-0.109788895		-0.14756298		0.3529501		0.5193796		0.23311329		0.9894104		1.0094728		1.0658894		1.2422094		1.1125145		1.1615524				remorin family protein		At2g41870.1     		27		0		RNA.regulation of transcription.putative DNA-binding protein				NONE				remorin-like protein [Oryza sativa (japonica cultivar-group)] gb|AAS07383.1| remorin-like protein [Oryza sativa (japonica cultivar-group)]		AAP21420.1      				protein remorin-like protein		Os03g59360		CUST_11468_PI404877155		-2.0733447		-1.05196		2.0733447		down

		35_15728		0		0.1764698		-0.10646629		0.11278248		-0.066334724		0.16792011		-0.041026115		-0.19990349		-0.16598225		0.029698372		-0.23677778		-0.10002613		-0.46844578		-0.119600296		-0.003692627		0.137681		-0.08201885		-0.10760784		0.08930397		-0.7944555		0.003692627		-0.6039014		0.041535378		-0.13343143		-0.22538424		-0.18181705		-0.1742611		0.016735077		0.5077629		0.52948666		0.32823944		1.1032572		1.1607666		1.007719		1.3615913		0.9934654		1.0263529		1.00E-24		CHR2V7|COORD:17478197..17479597| remorin family protein		AT2G41870.1		27		0		RNA.regulation of transcription.putative transcription regulator				 no descriptionvery weakly similar to (61.6)AT2G41870| Symbols:  | remorin family protein | chr2:17478197-17479597 REVERSERemorin_C 		2.00E-31		Cluster: Remorin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin-like protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q84M49		8.00E-33		CHR03V5|COORD:33731717..33729828|protein remorin, putative, expressed		LOC_Os03g59360.1		CUST_10712_PI399408534		-2.1717846		-1.118881		2.1717846		down

		35_15729		0		0.31310558		-0.1161108		0.059010506		-0.1365943		-0.037119865		-0.15107441		-0.23916101		-0.21398115		-0.0024585724		-0.32711744		-0.12723017		-0.5183649		-0.16767311		-0.038165092		0.117589		0.03777504		0.0024585724		0.018486977		-0.6583934		0.13850975		-0.56192017		0.07281971		-0.116657734		-0.14395332		-0.06935787		-0.014836311		0.0040397644		0.26474094		0.5046091		0.20813274		0.96292496		1.0940104		1.1615324		1.2580833		1.1843605		1.1635933				CHR2V7|COORD:17478197..17479597| remorin family protein		AT2G41870.1		27		0		RNA.regulation of transcription.putative transcription regulator				 no descriptionweakly similar to ( 150)AT2G41870| Symbols:  | remorin family protein | chr2:17478197-17479597 REVERSEvery weakly similar to (51.6)REMO_SOLTURemorin - Solanum tuberosum (Potato)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Remorin_C PRK12678 PRK12323 PRK07003 APC_basic PRK07764 Herpes_BLLF1 TT_ORF1 Extensin_2 Glutenin_hmw Gag_spuma Atrophin-1 Drf_FH1 DedD 				Cluster: Remorin-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Remorin-like protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q84M49				CHR03V5|COORD:33731717..33729828|protein remorin, putative, expressed		LOC_Os03g59360.1		CUST_10706_PI399408534		-2.0235095		-1.0168597		2.0235095		down

		35_30799		0		-0.81200385		-0.77816415		-0.43708944		-0.39119053		-0.56996655		-0.7266283		-0.5591862		-0.9944792		-0.25221252		0.7182436		0.76013184		-0.016409397		0.16643667		0.16318893		0.22964287		0.8427024		0.5867815		0.6095643		-0.41274452		-1.0363781		-0.6359091		-0.6645801		-0.82499146		-0.8603091		-0.34020472		-0.020851135		0.15903091		0.39638853		0.5413208		0.51073027		0.3252778		1.0020294		1.146627		0.28004074		0.016409397		0.4091096		6.00E-20		CHR5V7|COORD:155783..157450| transcription factor		AT5G01380.1		27		0		RNA.regulation of transcription.Trihelix, Triple-Helix transcription factor family				 no descriptionvery weakly similar to (86.7)AT5G01380| Symbols:  | transcription factor | chr5:155783-157450 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pneumo_att_G PRK12323 Herpes_BLLF1 PRK07003 Drf_FH1 PRK07764 				Cluster: Os05g0128000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0128000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DL24				CHR05V5|COORD:1621601..1622602|protein transcription factor GT-3b, putative		LOC_Os05g03740.1		CUST_2825_PI399408534		-2.091558		-1.064578		2.091558		down

		35_13476		0		-0.48326087		-1.4936063		-2.9591913		-0.43058467		-0.27858496		0.15647984		-2.4471357		-1.2852323		0.6740012		-0.38108063		-1.5996048		-2.860108		-0.18573642		-0.006424427		0.6506014		-1.0158668		-0.86031175		-0.77429366		0.034971237		0.37055635		-0.82268405		-0.33481193		-0.75262237		1.121172		0.006424427		0.73242855		0.29439306		0.84310246		1.189847		0.93471193		1.9163914		2.1834273		2.0826855		1.747829		2.8913155		2.888173		1.00E-07		CHR3V7|COORD:22891049..22892500| aspartyl protease family protein		AT3G61820.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionvery weakly similar to (53.5)AT3G61820| Symbols:  | aspartyl protease family protein | chr3:22891049-22892500 REVERSE		4.00E-08		Cluster: Eukaryotic aspartyl protease family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Eukaryotic aspartyl protease family protein, e		UniRef90_Q2QN11		2.00E-09		CHR12V5|COORD:24179016..24181680|protein aspartic proteinase nepenthesin-1 precursor, putative, expressed		LOC_Os12g39360.1		CUST_13064_PI399408534		-3.436287		-1.7808505		3.436287		down

		35_20036		0		-0.122682095		0.55354404		0.24926662		-0.6760092		0.13935137		-0.7206421		-0.5548253		-0.96047306		-0.44446278		0.8360276		0.7696667		0.7847085		0.11902809		0.36938477		0.47160578		1.0910931		1.1123433		1.2142487		0.7586951		0.779675		0.76815414		-0.43399906		-0.2064395		-0.73927355		-0.11902809		-0.46737814		-0.36119938		1.3788042		1.3691244		0.60710764		-0.3668537		-0.25367022		-0.35699034		-0.43665218		-0.6147194		-0.66481304				CHR3V7|COORD:21847789..21849396| aspartyl protease family protein		AT3G59080.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionmoderately similar to ( 208)AT3G59080| Symbols:  | DNA binding | chr3:21847789-21849396 FORWARDvery weakly similar to (54.7)7SB1_SOYBNBasic 7S globulin precursor - Glycine max (Soybean)not assigned not assigned Asp 				Cluster: Putative chloroplast nucleoid DNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative chloroplast nucleoid DNA binding protein -		UniRef90_Q6Z6Q8				CHR02V5|COORD:12464398..12466553|protein aspartic proteinase nepenthesin-2 precursor, putative, expressed		LOC_Os02g21040.1		CUST_28337_PI399408534		-2.0475423		-1.0338932		2.0475423		down

		35_31819		0		-0.43023062		-0.8808136		-1.2375197		-0.7624893		-1.0923624		-1.3027511		0.7573328		-0.50444555		-0.5232835		0.8678217		0.26549435		0.21689463		0.6435118		0.73275805		0.550405		0.85156727		0.25576496		0.6851001		0.48178673		-1.3594208		-0.79999876		-0.77460575		-1.1116042		-1.2316256		-0.7883792		-0.5010953		-0.9451375		-0.2373147		-0.20209694		0.20209742		0.8965802		1.2679014		1.2053394		1.0952549		0.8110852		0.842577		9.00E-28		CHR2V7|COORD:11783717..11784208| zinc finger (AN1-like) family protein		AT2G27580.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionweakly similar to ( 119)AT2G27580| Symbols:  | zinc finger (AN1-like) family protein | chr2:11783717-11784208 REVERSEweakly similar to ( 107)ISAP1_ORYSAnot assigned zf-AN1 ZnF_AN1 				Cluster: Zinc finger A20 and AN1 domain-containing stress-associated protein 6; n=1; Oryza sativa|Rep: Zinc finger A20 and AN1 domain-containing stress-associat		UniRef90_Q852K5				CHR03V5|COORD:32915847..32913214|protein zinc finger A20 and AN1 domains-containing protein, putative, expressed		LOC_Os03g57890.2		CUST_21124_PI399408534		-2.3413167		-1.2273201		2.3413167		down

		35_6413		0		0.1780777		0.05741501		0.08848286		0.062332153		-0.10828018		-0.08534813		0.13018894		0.14612389		0.1003952		0.22781086		0.011410713		-0.11409378		0.060456276		-0.011410713		-0.5129938		-0.14360046		-0.17512703		-0.0748806		-3.388978		-2.6852875		-3.2444506		-2.3012443		-2.7195468		-2.5162363		-2.631845		-2.3461847		-2.3407354		-0.05721855		0.14913559		0.2006712		0.5048361		0.4576025		0.42048645		0.57882404		0.7260742		0.5732441				CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein		AT3G43230.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionmoderately similar to ( 300)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned DUF500 COG2930 				Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z4J7				CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed		LOC_Os07g17130.1		CUST_16773_PI399408534		-8.461464		-3.0809073		8.461464		down

		35_6414		0		0.08927441		-0.10201168		0.029262543		0.09878254		0.070736885		0.035116196		0.27917194		0.24353886		0.12624168		-0.0016374588		-0.056981087		-0.044337273		0.03718567		0.0016374588		-0.3076744		-0.183074		-0.18934822		-0.17157078		-1.2053576		-0.63921833		-1.1476059		-0.65802383		-0.7743921		-0.7101679		-0.80121326		-0.67473793		-0.61761475		-0.1640625		0.028756142		0.065398216		0.54119873		0.52204895		0.44528198		0.56276035		0.7043266		0.5944042				CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein		AT3G43230.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionmoderately similar to ( 291)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned DUF500 COG2930 				Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z4J7				CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed		LOC_Os07g17130.1		CUST_16766_PI399408534		-2.2498474		-1.1698272		2.2498474		down

		35_7059		0		0.054302216		0.031573296		0.07649708		0.026545525		0.097641945		0.10203457		0.11809254		0.085351944		-0.013687134		-0.011779785		-0.10023785		-0.2726431		0.015219688		9.07E-04		-0.60424614		-0.0013046265		-9.07E-04		0.10203457		-10.7789955		-10.818862		-10.567152		-10.161922		-10.9499855		-10.881896		-10.428335		-10.90757		-10.903052		-0.061385155		-0.08193207		0.048986435		0.2683735		0.20976257		0.3238535		0.17605305		0.32978916		0.24048328		2.00E-17		CHR2V7|COORD:10584072..10586233| zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein		AT2G24830.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionvery weakly similar to (85.9)AT2G24830| Symbols:  | zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein | chr2:10584072-10586233 REVERSEnot assigned 		4.00E-43		Cluster: Zinc finger (CCCH-type) protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Zinc finger (CCCH-type) protein-like - Oryza sativa (japonica cu		UniRef90_Q6K687		2.00E-44		CHR02V5|COORD:33692709..33688852|protein zinc finger CCCH-type with G patch domain protein, putative, expressed		LOC_Os02g55000.1		CUST_12503_PI399408534		-1874.6654		-10.872417		1874.6654		down

		Contig16560_at		0		0.050786972		0.0216856		0.065855026		0.029779434		0.120848656		0.060868263		0.086159706		0.06004715		0.11200619		-0.11302948		-0.11468506		-0.40814304		-0.0216856		0.07643032		-0.46989155		0.065855026		-0.025756836		0.06256962		-8.284937		-8.272896		-7.9778595		-9.760082		-9.13619		-9.698678		-9.447652		-10.549294		-9.7146015		-0.14805031		-0.12950706		-0.10459995		0.24543095		0.21182346		0.3966503		0.23680401		0.2899208		0.28935528		2.00E-17		zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein		At2g24830.1     		27		0		RNA.regulation of transcription.unclassified				zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein, contains Pfam profiles PF01585: G-patch domain, PF00642: Zinc finger C-x8-C-x5-C-x3-H type (and similar)		6.00E-16		zinc finger (CCCH-type) family protein / D111/G-patch domain-containing protein [Arabidopsis thaliana]		NP_180056.1     		2.00E-44		protein G-patch domain, putative		Os02g55000		CUST_5118_PI404877155		-651.5717		-9.34778		651.5717		down

		Contig17158_at		0		0.15381622		0.14397526		0.005457878		0.024749756		-0.005457878		-0.034061432		0.14997196		0.22845173		0.14237309		0.057782173		0.026986122		0.084394455		-0.046013832		-0.045505524		-0.6459427		-0.07354641		-0.041837692		-0.05371952		-9.01103		-8.835352		-8.831875		-7.927115		-8.930671		-8.461764		-7.9239416		-6.505536		-6.994638		-0.024235725		0.08409691		0.103637695		0.4720974		0.40472507		0.30277824		0.50764465		0.6102209		0.54688644				zinc finger (FYVE type) family protein		At3g43230.1     		27		0		RNA.regulation of transcription.unclassified				NONE				LAs17 Binding protein-like [Oryza sativa (japonica cultivar-group)]		BAC83843.1      				protein expressed protein		Os07g17130		CUST_5448_PI404877155		-360.08585		-8.492197		360.08585		down

		35_15934		0		-1.0414944		-0.2951393		-1.0358725		-1.2291355		-0.992918		-1.1837645		-1.076396		-1.2965384		-1.1470022		0.18860626		-0.059555054		-1.0214119		0.1999712		0.23765278		0.28946018		3.2096834		3.26396		3.2380629		1.8169384		-0.41762543		1.420826		-0.6057234		0.45586014		-1.1383162		-0.52746487		-0.6757517		-0.048487663		1.1165695		1.9924583		-1.2533312		0.1604538		0.04848671		0.18056965		0.567194		0.70637226		0.6219168				CHR1V7|COORD:30388726..30390248| WRKY40 (WRKY DNA-binding protein 40); transcription factor		AT1G80840.1		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				 no descriptionweakly similar to ( 161)AT1G80840| Symbols: ATWRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein 40); transcription factor | chr1:30388726-30390248 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WRKY PRK12678 DUF566 PRK07764 KAR9 PRK12323 APC_basic PRK07003 AF-4 PRK09169 DUF1509 				Rep: WRKY transcription factor - Hordeum vulgare (Barley)		UniRef90_Q6QHF4				CHR02V5|COORD:4542759..4544980|protein OsWRKY71 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os02g08440.1		CUST_4979_PI399408534		-4.2688704		-2.0938544		4.2688704		down

		35_9124		0		0.02026105		-0.47421813		-0.04637742		-2.2211547		0.9604509		-0.795372		-1.5312526		-2.509743		-1.9723848		0.9858568		1.6005814		1.5138905		1.1876962		1.3724725		2.3093164		1.960624		1.1831977		1.284931		1.6322129		0.48587108		0.44885802		-2.2467117		-2.523245		-2.0117717		0.9683049		-1.8177955		-1.3658097		0.29815078		-0.02026105		-0.34193015		-0.7118325		-0.6043477		-2.5445924		-2.5601091		1.3380992		1.0679734		2.00E-41		CHR1V7|COORD:30388726..30390248| WRKY40 (WRKY DNA-binding protein 40); transcription factor		AT1G80840.1		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				 no descriptionweakly similar to ( 163)AT1G80840| Symbols: ATWRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein 40); transcription factor | chr1:30388726-30390248 FORWARDnot assigned not assigned WRKY 				Rep: WRKY transcription factor 76 - Oryza sativa (Rice)		UniRef90_Q20DP5				CHR09V5|COORD:14976712..14974931|protein OsWRKY76 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os09g25060.1		CUST_15438_PI399408534		-5.4299107		-2.4409285		5.4299107		down

		Contig4386_at		0		-1.0321474		-0.42658424		-1.055563		-1.1851463		-0.8275423		-1.0651722		-0.9751167		-1.2163296		-1.0594721		0.03033638		0.0072011948		-0.9578924		0.16525078		0.12848091		0.22801971		3.0560808		3.1808186		3.0258636		1.8248739		-0.4638586		1.3004637		-0.5251484		0.5316448		-0.9804039		-0.62857723		-0.68992233		-0.10529232		1.0869455		1.9099541		-1.3979626		0.060204506		-0.007200241		0.20255661		0.6296959		0.53793144		0.46551132				WRKY family transcription factor		At1g80840.1     		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				0				WRKY transcription factor [Hordeum vulgare]		AAS48544.1      				protein WRKY DNA -binding domain, putative		Os02g08440		CUST_10681_PI404877155		-3.910818		-1.9674704		3.910818		down

		Contig4387_at		0		-0.87153435		-0.3299713		-1.12463		-1.4387631		-1.1061845		-1.7588277		-1.0697036		-1.1359558		-1.2121725		0.19703388		0.42745876		-0.8941951		0.059440136		0.14892292		0.22308445		2.8495264		2.7409096		2.8843374		1.9907217		-0.4319954		1.4875431		-0.82807016		0.1895256		-1.396759		-0.4952278		-0.8366332		-0.059440613		0.8280468		2.2616339		-1.2922106		0.18844557		-0.123117924		0.15736675		0.7092409		0.52678204		1.03544		2.00E-44		WRKY family transcription factor		At1g80840.1     		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				0				WRKY transcription factor [Hordeum vulgare]		AAS48544.1      				protein WRKY DNA -binding domain, putative		Os06g44010		CUST_10684_PI404877155		-4.2164507		-2.076029		4.2164507		down

		35_7092		0		-0.17535305		-0.27277994		-0.08914089		-0.21254158		-0.5910773		-1.1794596		-0.13374329		-0.68266916		-0.3880825		0.7210212		0.75023985		0.16393375		0.6160903		0.83233213		0.64221954		1.1745963		1.2613006		1.4583154		1.6623988		-0.37671137		1.2513614		-0.38988924		-0.006319523		-0.27665472		-0.19884539		-0.085026264		-0.36760426		0.31274128		0.6417432		0.62334394		-0.036959648		0.22061062		0.22934532		0.1421876		0.006319523		-0.39839458				CHR4V7|COORD:8884216..8887252| CLA1 (CLOROPLASTOS ALTERADOS 1)		AT4G15560.1		16		0		secondary metabolism.isoprenoids.non-mevalonate pathway.DXS				 no descriptionmoderately similar to ( 468)AT4G15560| Symbols: DEF, CLA, DXS, DXPS2, CLA1 | CLA1 (CLOROPLASTOS ALTERADOS 1) | chr4:8884216-8887252 FORWARDhighly similar to ( 512)DXS_ORYSAnot assigned not assigned not assigned PRK05444 Dxs PRK12571 PRK12315 Transket_pyr COG3958 TPP_DXS PRK05899 Herpes_BLLF1 DUF566 TktA 				Cluster: 1-deoxy-D-xylulose 5-phosphate synthase 1; n=4; Poaceae|Rep: 1-deoxy-D-xylulose 5-phosphate synthase 1 - Zea mays (Maize)		UniRef90_Q58I00				CHR05V5|COORD:19879969..19873989|protein 1-deoxy-D-xylulose-5-phosphate synthase, chloroplast precursor, putative, expressed		LOC_Os05g33840.1		CUST_24435_PI403524517		-2.3958607		-1.2605441		2.3958607		down

		35_8877		0		-0.046352386		-0.05326748		-0.088199615		-0.11075783		-0.29206276		-0.5972185		-0.10729599		-0.42503357		-0.3366642		0.6534786		0.63876915		0.7457428		0.74990654		0.89678955		1.0082178		1.5293617		1.5628767		1.4590483		1.5500746		-0.14213467		1.4555187		-0.14354038		0.2854023		-0.23287106		-0.15608978		-0.32562733		-0.45610523		0.81601715		0.9145794		0.53602314		-0.08451843		0.09350395		-0.018834114		0.039367676		-0.14010811		0.018834114				CHR4V7|COORD:8884216..8887252| CLA1 (CLOROPLASTOS ALTERADOS 1)		AT4G15560.1		16		0		secondary metabolism.isoprenoids.non-mevalonate pathway.DXS				 no descriptionmoderately similar to ( 269)AT4G15560| Symbols: DEF, CLA, DXS, DXPS2, CLA1 | CLA1 (CLOROPLASTOS ALTERADOS 1) | chr4:8884216-8887252 FORWARDmoderately similar to ( 313)DXS_ORYSAnot assigned not assigned PRK05444 PRK12571 Dxs Transketolase_C COG3958 PRK12315 AcoB PRK09212 PRK11892 				Cluster: 1-deoxy-D-xylulose 5-phosphate synthase 1; n=4; Poaceae|Rep: 1-deoxy-D-xylulose 5-phosphate synthase 1 - Zea mays (Maize)		UniRef90_Q58I00				CHR05V5|COORD:19879969..19873989|protein 1-deoxy-D-xylulose-5-phosphate synthase, chloroplast precursor, putative, expressed		LOC_Os05g33840.1		CUST_30761_PI403524517		-2.3877826		-1.2556715		2.3877826		down

		35_22532		0		0.994053		0.69498456		-0.07163942		1.3884729		0.9071678		0.4778093		1.592291		1.2400144		2.2922325		2.4044905		-0.057747602		3.5308156		5.4128284		5.3203053		4.849467		5.897872		5.7912946		6.1688614		0.008150458		-0.06653404		-0.052907944		-0.0830549		-0.13003051		-0.049239397		-0.09121668		-0.09340036		-0.073247194		-0.008150458		-0.022565842		-0.062328577		0.020248532		-0.012116671		-0.043662667		-0.013858676		-0.06389058		-0.12114632		8.00E-43		CHR4V7|COORD:9403141..9406025| lyase/ magnesium ion binding		AT4G16730.1		16		0		secondary metabolism.isoprenoids.terpenoids				 no descriptionweakly similar to ( 171)AT4G16730| Symbols:  | lyase/ magnesium ion binding | chr4:9403141-9406025 FORWARDmoderately similar to ( 219)DCS1_GOSHI(+)-delta-cadinene synthase - Gossypium hirsutum (Upland cotton) (Gossypium mexicanum)Terpene_cyclase_plant_C1 Terpene_synth Terpene_synth_C Terpene_cyclase_C1 				Cluster: Os08g0139700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0139700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J834				CHR08V5|COORD:2207552..2203677|protein terpene synthase 6, putative, expressed		LOC_Os08g04500.1		CUST_78589_PI403524517		-9.927445		-3.3114226		9.927445		down

		35_8210		0		0.30265808		0.30154514		0.04675436		-0.4930086		0.01976347		-0.46206903		-1.018928		-0.89891434		-0.30004978		1.5232458		1.5717192		1.1918387		1.0911136		1.1750655		0.19445801		-0.01976347		0.026122093		0.16617823		-0.7677703		-0.22291565		-0.29227924		-0.91270447		-0.8799305		-0.6207857		-0.920063		-0.42735386		-0.49918222		2.1932158		1.1492648		1.3057861		0.58908606		0.45354748		0.5055361		-0.02022791		-0.057683945		-0.061129093				CHR1V7|COORD:12396540..12398278| alliinase family protein		AT1G34060.1		16		0		secondary metabolism.sulfur-containing.misc.alliinase				 no descriptionmoderately similar to ( 290)AT1G34060| Symbols:  | alliinase family protein | chr1:12396540-12398278 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Alliinase_C EGF_alliinase PRK07003 Herpes_BLLF1 DUF566 Pneumo_att_G PRK12323 Metaviral_G Atrophin-1 PRK07764 				Cluster: Cysteine-sulphoxide lyase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cysteine-sulphoxide lyase-like - Oryza sativa (japonica cultivar-group		UniRef90_Q942G4				CHR01V5|COORD:30201333..30204334|protein alliin lyase precursor, putative, expressed		LOC_Os01g51980.1		CUST_28405_PI403524517		-2.4434695		-1.2889311		2.4434695		down

		35_36964		0		0.062102795		-0.07674742		-0.19683123		0.53181505		1.664731		0.77931786		-1.1242447		-0.5323591		0.80261135		0.14434195		-0.14054441		0.18742466		-0.2482009		-0.09566164		-0.4096198		-0.6516595		-0.7211194		-0.27030277		-0.1639247		0.58154154		-0.1827569		-0.3209672		0.23780966		-0.110048294		-0.24894476		-0.062102318		-0.15823078		1.1152129		1.3410506		0.53988457		1.1692948		2.5782204		1.169558		2.2955637		2.7189112		2.5833702		1.00E-31		CHR3V7|COORD:3186441..3187830| calcium-binding EF hand family protein		AT3G10300.2		30.3		0		signalling.calcium				 no descriptionweakly similar to ( 132)AT3G10300| Symbols:  | calcium ion binding | chr3:3186441-3188080 FORWARDnot assigned not assigned 		1.00E-33		Cluster: EF hand family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: EF hand family protein, expressed - Oryza sativa (japonica cultivar		UniRef90_Q2RAR8		2.00E-35		CHR12V5|COORD:1796406..1793262|protein grancalcin, putative, expressed		LOC_Os12g04240.2		CUST_13574_PI399408534		-3.412823		-1.7709656		3.412823		down

		35_10471		0		-0.90108967		-0.33149242		-0.35019636		-1.7874384		-1.9897733		-1.896986		-1.9999661		-1.9013915		-2.0266333		0.60364485		0.4753332		0.23274231		0.34570026		-0.014472008		0.57530737		0.3426633		0.3910427		0.27152252		0.85935354		0.2527647		0.91798496		-0.44133902		-0.33741903		-0.4349842		-0.47987413		-1.0658755		-1.0211716		0.81925917		1.1608639		0.77009344		0.5188079		0.48069572		0.39822197		-0.032631874		0.014471531		-0.43867445				CHR3V7|COORD:17742546..17744226| ARAC8/ATROP10/ROP10 (rho-related protein from plants 10); GTP binding / GTPase		AT3G48040.1		30.5		0		signalling.G-proteins				 no descriptionmoderately similar to ( 338)AT5G62880| Symbols: ARAC10, ATRAC10, AtROP11 | ARAC10/ATRAC10/AtROP11 (rho-related protein from plants 11); GTP binding | chr5:25254462-25256165 FORWARDmoderately similar to ( 377)RAC4_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rop_like RHO Rho Rac1_like Rho4_like RhoG Cdc42 Wrch_1 Tc10 RhoA_like Ras Rho2 Rho3 Rab Ras RAB Rnd Ras_like_GTPase Rnd2_Rho7 Rnd3_RhoE_Rho8 Rnd1_Rho6 COG1100 RAS Rab5_related Rab21 Rab8_Rab10_Rab13_like RhoBTB H_N_K_Ras_like Rab1_Ypt1 Rab18 Rab23_lke Rab6 Rab7 Ras2 Rab9 RalA_RalB Rab27A M_R_Ras_like Rap_like Rab11_like Rab4 RheB Rab26 Rab2 RSR1 Rab39 RERG_RasL11_like Rab19 Rab15 Rab24 Rap2 Rit_Rin_Ric Ran Rap1 Rab33B_Rab33A Rab3 Rab36_Rab34 RabL4 Rab35 Rab30 Rab14 RabL2 Miro1 RabA_like Rab32_Rab38 Rab20 Rab40 Spg1 RJL Miro Rhes_like Rab12 Ras_dva ARHI_like RAN Rab28 RGK 				Rep: Rac-like GTP-binding protein 4 - Oryza sativa (Rice)		UniRef90_Q67VP4				CHR06V5|COORD:6989940..6993546|protein rac-like GTP-binding protein 4, putative, expressed		LOC_Os06g12790.1		CUST_22807_PI399408534		-3.5385575		-1.8231614		3.5385575		down

		35_21780		0		-1.0253291		-0.69345236		-0.59554577		-1.2261219		-1.0642796		-1.1629767		-1.3877459		-1.3823242		-1.2755051		0.90470886		0.8821583		0.86872005		0.38185215		0.20924473		0.50629807		0.24266243		0.2439928		0.20478153		-0.9089117		-0.20478153		-0.6530695		-0.9095788		-1.0868821		-1.0304914		-0.73680687		-1.0852418		-1.2074976		0.80700684		0.72377014		0.7963896		0.6618366		0.64488983		0.43584728		0.2801447		0.41618824		0.2901621				CHR4V7|COORD:9773734..9775437| RAB1C; GTP binding		AT4G17530.1		30.5		0		signalling.G-proteins				 no descriptionmoderately similar to ( 295)AT3G11730| Symbols: AtRABD1, ATFP8 | ATFP8 (Arabidopsis Rab GTPase homolog D1); GTP binding | chr3:3709496-3711403 REVERSEmoderately similar to ( 357)YPTM1_MAIZEGTP-binding protein YPTM1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Rab1_Ypt1 Rab8_Rab10_Rab13_like RAB Ras Rab Rab35 RabA_like Rab11_like Rab19 Rab18 Rab3 Rab5_related Rab2 Rab4 Rab26 Rab6 Rab30 Rab15 Rab39 Rab21 Rab14 Rab33B_Rab33A Rab7 Rab32_Rab38 Ras_like_GTPase Ras Rab27A Rab12 Rab40 RAS COG1100 RJL Rab28 Rab9 Rab23_lke Rab36_Rab34 Rap_like RalA_RalB Rho RheB Rab24 M_R_Ras_like H_N_K_Ras_like RabL4 Ras2 RabL2 RHO Rap2 Rap1 RSR1 Ran RERG_RasL11_like Rho4_like Spg1 Rit_Rin_Ric ARHI_like Wrch_1 Rho2 RGK Rab20 RhoA_like Miro Rho3 RAN Rop_like Tc10 Rac1_like RhoG Arf_Arl Ras_dva Arl10_like Rnd3_RhoE_Rho8 Rhes_like Rnd Arl4_Arl7 Rnd2_Rho7 RabL3 Rnd1_Rho6 Arf Miro1 Arfrp1 Arl5_Arl8 Cdc42 ARF Sar1 Arl2 Arf1_5_like ARLTS1 Arl3 Arf6 COG2229 RRP22 Arl1 RhoBTB Centaurin_gamma ARD1 				Rep: GTP-binding protein YPTM1 - Zea mays (Maize)		UniRef90_P16976				CHR05V5|COORD:268749..265404|protein GTP-binding protein YPTM1, putative, expressed		LOC_Os05g01490.1		CUST_29037_PI399408534		-2.9983916		-1.5841888		2.9983916		down

		35_47130		0		0.3037467		-1.0342069		-0.24823952		-0.33455706		-0.55271053		-0.46462727		-0.4320264		-0.24248505		0.009288788		-0.009288788		-0.55885744		-0.68274117		1.2774405		1.3754935		0.5610819		0.9164896		0.49722147		0.64881706		-0.9501891		-0.4588275		-1.3962088		0.044053078		-0.46373272		-0.2928834		-0.051863194		-0.0406785		0.055450916		-0.012387276		0.64079523		0.522717		0.9624729		0.8958969		0.9476161		1.2167501		1.051363		1.0721669		4.10E-44		CHR5V7|COORD:383490..385695| ATROPGEF7/ROPGEF7 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor		AT5G02010.1		30.5		0		signalling.G-proteins				 no descriptionweakly similar to ( 173)AT5G02010| Symbols: ATROPGEF7, ROPGEF7 | ATROPGEF7/ROPGEF7 (KINASE PARTNER PROTEIN-LIKE); Rho guanyl-nucleotide exchange factor | chr5:383490-385695 FORWARDnot assigned PRONE 				Cluster: Os04g0559100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0559100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JB35				CHR04V5|COORD:27794627..27797692|protein pollen-specific kinase partner protein, putative, expressed		LOC_Os04g47170.1		CUST_15285_PI399408534		-2.306664		-1.2058078		2.306664		down

		Contig15661_at		0		-0.8974819		-0.6541128		-0.5468044		-1.1008234		-1.086793		-1.0807114		-1.0591531		-1.0581384		-1.2149067		0.82334805		0.7604904		0.7678547		0.57409763		0.29773808		0.47258377		0.3937359		0.24135685		0.31640625		-0.8914819		-0.24135685		-0.42485237		-0.7147746		-0.73091745		-0.8217478		-0.9101486		-0.9565153		-1.160079		0.71611595		0.6867981		0.65311337		0.5961027		0.67561245		0.7085829		0.377882		0.65531445		0.46910477				Ras-related GTP-binding protein, putative		At4g17530.1     		30.5		0		signalling.G-proteins				Ras-related GTP-binding protein, putative, very strong similarity to RAB1C (Lotus corniculatus var. japonicus) GI:1370166; contains Pfam profile PF00071: Ras family				GTP-binding protein YPTM1 pir||A38202 GTP-binding protein - maize emb|CAA44918.1| yptm1 [Zea mays]		P16976          				protein GTP-binding protein RAB1 - garden petunia		Os05g01490		CUST_4582_PI404877155		-2.7951941		-1.4829485		2.7951941		down

		Contig25552_at		0		-0.66270876		-0.49665213		-0.48846817		-1.7711563		-1.7465134		-1.9847498		-1.7851076		-1.8101811		-1.8990502		0.69140434		0.625473		0.37591934		0.31035757		-0.054989815		0.6410513		0.27515936		0.45505047		0.32190895		0.63735676		0.05499029		0.775177		-0.38709402		-0.2581396		-0.5503249		-0.232975		-0.8399801		-0.9394679		1.0395756		1.2187119		0.8108263		0.787982		0.7217531		0.6529665		0.24495506		-0.14221096		-0.21457481				Rac-like GTP-binding protein (ARAC8)		At3g48040.1     		30.5		0		signalling.G-proteins				Encodes a member of the Rop subfamily of Rho GTPases in Arabidopsis that contains a putative farnesylation motif.  It is localized to the plasma membrane and involved in the negative regulation of ABA signalling.				putative ROP4 protein [Hordeum vulgare subsp. vulgare]		CAD27896.1      				protein Rop family GTPase ROP4, putative		Os06g12790		CUST_8628_PI404877155		-3.5053217		-1.8095468		3.5053217		down

		35_10744		0		0.067975044		-0.16499233		0.004573345		0.06019354		-0.07577801		-0.008460045		-0.03855896		-0.23848724		-0.8342185		1.3545132		0.92478085		0.85049057		0.47434807		0.74775887		0.44984913		-0.21697807		0.03510666		-0.014503956		-0.8901243		-0.71749496		-0.96987724		-0.26385784		-0.75113773		-0.91670847		-1.7358484		-1.6972227		-1.3658862		-0.004573822		0.19524193		0.11542511		0.8558178		0.97111225		0.9073391		1.21871		0.90256596		1.0849247		2.00E-27		CHR5V7|COORD:25744794..25747451| NPH3 (NON-PHOTOTROPIC HYPOCOTYL 3); signal transducer		AT5G64330.1		30.11		0		signalling.light				 no descriptionweakly similar to ( 102)AT5G64330| Symbols: JK218, RPT3, NPH3 | NPH3 (NON-PHOTOTROPIC HYPOCOTYL 3); signal transducer | chr5:25744794-25747451 FORWARDweakly similar to ( 133)NPH3_ORYSAnot assigned not assigned PRK12323 		2.00E-39		Rep: Coleoptile phototropism protein 1 - Oryza sativa (Rice)		UniRef90_Q5KS50		1.00E-40		CHR02V5|COORD:21607403..21602293|protein transposon protein, putative, Mutator sub-class, expressed		LOC_Os02g35970.1		CUST_14838_PI399408534		-3.3133767		-1.7283022		3.3133767		down

		HV_CEb0008E13r2_at		0		-0.24840546		-0.6049118		-0.49329233		-0.528615		-0.32981825		-1.0665383		-0.19612885		-0.59140015		-0.49070454		0.034291267		0.09619284		0.5837164		-0.24425745		0.02683878		-0.2408371		0.8860364		1.0125952		0.9660468		-0.026838303		-0.3928795		0.18448925		-0.4976287		-0.39243937		-1.076005		0.2443819		-0.8494849		-0.17054653		0.62175894		1.3734035		0.32423878		0.7689862		1.4109087		1.1688399		1.2259831		1.6856675		0.60775375		9.00E-29		inositol 1,3,4-trisphosphate 5/6-kinase		At5g16760.1     		30.4		0		signalling.phosphinositides				Encodes a inositol 1,3,4-trisphosphate 5/6-kinase.		3.00E-27		inositol phosphate kinase [Zea mays]		AAO17299.1      				protein Inositol 1, 3, 4-trisphosphate 5/6-kinase		Os02g26720		CUST_17597_PI404877155		-2.5519679		-1.3516102		2.5519679		down

		Contig13654_at		0		-0.17272568		0.023183346		-0.023183584		0.3037343		0.17834568		0.15785074		0.21139812		-0.24874759		-1.2357552		-0.09274888		-0.14698958		-0.4372909		-0.030746698		-0.5635643		-0.28228617		0.09001446		0.4066372		-0.07505703		-0.62426543		-0.6113663		-1.593056		2.1534066		0.18933249		-0.06441498		-0.52031946		-1.502295		-0.3931036		7.3449225		7.6377463		7.4781785		7.59018		7.563378		7.475138		7.2403092		7.268333		7.3105054		7.00E-20		receptor protein kinase, putative (ACR4)		At3g59420.1     		30		0		signalling.receptor kinases.crinkly like				NONE		1.00E-21		serine threonine kinase-like [Oryza sativa (japonica cultivar-group)]		BAD05278.1      		7.00E-31		protein Protein kinase domain, putative		Os12g31560		CUST_3178_PI404877155		-217.34808		-7.7638636		217.34808		down

		35_26418		0		-0.5199833		-0.26677895		0.0068950653		-0.35202646		-0.11628103		-0.47027683		-0.20189953		-0.058461666		-0.071516514		-0.28026962		0.59273434		-0.15163946		0.29966307		0.35224485		-0.0634141		0.69279575		0.5335264		0.7247019		-0.7129011		0.18238497		-0.5199833		-0.2551298		-0.16289616		-0.48063993		-0.006895542		-0.48367977		0.2482791		0.3998828		1.3460779		0.9989953		1.9250302		2.16788		1.8354712		2.4652061		2.2390366		2.2097626		7.00E-12		CHR4V7|COORD:12121408..12124048| CRK6 (CYSTEINE-RICH RLK 6)		AT4G23140.2		30		0		signalling.receptor kinases.DUF 26				 no descriptionvery weakly similar to (67.0)AT4G23140| Symbols: RLK5, CRK6 | CRK6 (CYSTEINE-RICH RLK 6) | chr4:12121408-12124048 FORWARD		1.00E-20		Cluster: Serine/threonine kinase receptor-like protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Serine/threonine kinase receptor-like protein - Oryza s		UniRef90_Q84SG8		1.00E-23		CHR07V5|COORD:21173358..21176869|protein protein kinase, putative, expressed		LOC_Os07g35410.1		CUST_33528_PI399408534		-3.932434		-1.9754226		3.932434		down

		35_27843		0		-0.46414948		-0.484581		-0.15164328		-0.6643133		-0.5197439		-0.8006301		0.21080923		-1.066328		-0.8130498		0.37323904		0.8037777		0.66680527		-0.15321922		-0.049229622		-0.1751647		0.28254557		0.24922132		0.47001886		0.055832386		-0.516407		0.0492301		-0.40303326		-0.35149813		-0.6779208		-0.27192116		-0.4015355		-0.64130163		3.1300535		3.4011726		3.190216		3.3610792		3.4640121		3.3958073		3.454049		3.2091637		3.3720884		3.00E-32		CHR3V7|COORD:20764882..20767326| protein kinase family protein		AT3G55950.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionweakly similar to ( 128)AT3G55950| Symbols:  | protein kinase family protein | chr3:20764882-20767326 REVERSEvery weakly similar to (97.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase PTKc Pkinase_Tyr TyrKc PTKc_Ror SPS1 PTKc_Jak_rpt2 PTKc_Trk PTKc_Csk_like PTKc_Itk PTKc_Srm_Brk PTKc_Tec_like PTKc_Tec_Rlk PTKc_DDR PTKc_EphR_B PTKc_EphR PTKc_Src_like PTKc_Fes_like PTKc_EphR_A2 PTKc_TrkC PTKc_EphR_A PTKc_TrkB PTKc_FGFR PTKc_DDR1 		8.00E-41		Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap		UniRef90_Q2QQC1		4.00E-42		CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein		LOC_Os12g31560.1		CUST_7381_PI399408534		-12.833117		-3.6817997		12.833117		down

		35_38581		0		-0.527691		0.09757757		0.13431907		0.31570196		0.05177498		-0.4513967		-0.09917426		-0.31688285		-0.66410315		-0.23687208		0.28305817		-0.7166462		-0.25482213		-0.507409		-0.21444452		0.24471354		0.5369723		0.49764657		-0.7688525		-0.838539		0.9340954		-0.73533404		-0.527691		-0.5946379		-0.16182911		-0.6342915		-0.05177498		5.0178924		5.1525197		4.9229317		4.911631		5.053415		5.035447		4.6720066		4.777877		4.9065075		2.00E-17		CHR2V7|COORD:7732318..7734034| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35920.2); similar to Unknown protein [Oryza sativa (japonica		AT2G17780.3		30		0		signalling.receptor kinases.DUF 26				 no descriptionvery weakly similar to (86.3)AT2G17780| Symbols: MCA2 | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G35920.2); similar to Unknown protein [Oryza sativa (japonica cultivar-group)] (GB:AAM51833.1); similar to Os03g0157300 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049013.1) | chr2:7732890-7734034 REVERSEvery weakly similar to (50.8)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned 		9.00E-43		Cluster: Cytokinin-regulated kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Cytokinin-regulated kinase-like - Oryza sativa (japonica cultivar-gro		UniRef90_Q5VMJ7		4.10E-44		CHR06V5|COORD:2662465..2660305|protein protein kinase, putative, expressed		LOC_Os06g05830.1		CUST_29886_PI399408534		-39.790234		-5.3143425		39.790234		down

		35_6100		0		-0.5182648		-0.3849373		-0.3749175		-0.7749338		-0.87567997		-1.0033994		-1.0892782		-0.7262497		-0.49435234		1.2477136		1.0795465		1.054668		1.1847563		1.0080409		1.0901933		0.68143845		0.75406647		0.80413723		-1.4497504		0.040802002		-0.9086137		-0.0026388168		-0.90213394		-0.8471012		-0.13183737		0.040296555		-0.107378006		0.7796159		0.86111164		1.0879703		0.55847836		0.44304466		0.55739355		0.00263834		-0.020921707		-0.19693041		2.00E-32		CHR4V7|COORD:11402474..11405036| protein kinase family protein		AT4G21410.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionweakly similar to ( 124)AT4G11530| Symbols:  | protein kinase family protein | chr4:6985617-6989593 FORWARDvery weakly similar to (57.4)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)not assigned Pkinase_Tyr 				Cluster: Putative serine/threonine kinase protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine kinase protein - Oryza sativa (jap		UniRef90_Q84S65				CHR07V5|COORD:21357959..21364861|protein receptor-like serine-threonine protein kinase, putative, expressed		LOC_Os07g35660.1		CUST_25300_PI399408534		-3.210844		-1.6829526		3.210844		down

		Contig13821_at		0		-1.0167303		-0.86248493		-0.65517664		-1.4323089		-0.5848646		-1.0512867		-1.1490684		-1.6417778		-0.6706538		0.20449686		0.4853735		0.4070239		0.6940079		1.0054326		0.7738638		2.436308		2.508934		2.390017		-0.70656204		-0.33861876		-0.93113136		-1.0528369		-1.0103121		-1.0476356		-0.08439064		-0.13031673		-0.07606745		0.15777016		1.6341867		0.14939213		0.1473422		0.4635892		0.07606745		0.15457344		0.30146646		0.31391048				leucine-rich repeat family protein / protein kinase family protein		At5g25930.1     		30		0		signalling.receptor kinases.leucine rich repeat XI				NONE				putative receptor-like kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB91929.1| putative receptor-like kinase [Oryza sativa (japonica		NP_916044.1     				protein Leucine Rich Repeat, putative		Os05g44770		CUST_3366_PI404877155		-4.6552787		-2.2188675		4.6552787		down

		35_5174		0		-0.419868		-0.13543606		-0.09392166		-0.3807721		-0.6364136		-0.7318535		-0.52664995		-0.5920944		-0.42444706		0.9335475		0.94018364		0.69963264		0.4047928		0.44823265		0.4598055		0.72232723		0.5356145		0.8089113		-0.42573404		0.048418045		-0.03531933		-0.51452684		-0.56060123		-0.43299103		-0.11997604		-0.15555668		-0.22152996		0.7089305		0.81561804		0.6460767		0.15972853		0.09973574		0.32165098		0.03531933		0.17911005		-0.07920122				CHR5V7|COORD:5131287..5133049| serine/threonine protein kinase, putative		AT5G15730.1		30		0		signalling.receptor kinases.misc				 no descriptionmoderately similar to ( 412)AT5G15730| Symbols:  | serine/threonine protein kinase, putative | chr5:5131287-5133049 FORWARDmoderately similar to ( 202)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TyrKc S_TKc Pkinase_Tyr S_TKc PTKc Pkinase PTKc_Csk_like PTKc_Srm_Brk PTKc_Jak_rpt2 PTKc_Musk PTKc_Abl PTKc_Frk_like SPS1 PTKc_Jak2_Jak3_rpt2 PTKc_Src_like PTKc_Chk PTKc_Trk PTKc_Fes_like PTKc_EphR PTKc_Tyk2_rpt2 PTKc_Ror PTKc_InsR_like PTKc_Tie1 PTK_CCK4 PTKc_PDGFR PTKc_Syk_like PTKc_Itk PTKc_c-ros PTKc_Csk PTKc_Tie2 PTKc_Met_Ron PTKc_Tec_like PTKc_Tie PTKc_TrkC PTKc_ALK_LTK PTKc_FGFR PTKc_Btk_Bmx PTKc_TrkB PTKc_Axl_like PTKc_RET PTKc_Tec_Rlk PTKc_Lck_Blk PTKc_Tyro3 PTKc_DDR_like PTKc_Fyn_Yrk PTKc_Src PTKc_EGFR_like PTKc_TrkA PTKc_Lyn PTKc_DDR PTKc_Ror1 PTKc_Fer PTKc_Ack_like PTKc_EphR_A2 PTKc_Jak1_rpt2 PTK_Ryk PTKc_DDR1 PTKc_FAK PTKc_Fes PTKc_Yes PTKc_FGFR1 PTKc_Axl PTKc_IGF-1R PTKc_Hck PTKc_InsR PTKc_FGFR3 PTKc_Zap-70 PTKc_DDR2 PTKc_Syk PTKc_FGFR2 PTKc_FGFR4 PTKc_Ror2 PTKc_EphR_B PTKc_EphR_A PTKc_HER4 PTKc_VEGFR PTKc_EphR_A10 PTKc_HER2 PTKc_Aatyk PTKc_EGFR PTK_HER3 PTKc_PDGFR_alpha PTKc_VEGFR2 PTKc_VEGFR3 PTK_Jak2_Jak3_rpt1 PTKc_CSF-1R PTKc_PDGFR_beta PTKc_Kit PTKc_Aatyk1_Aatyk3 PTKc_Aatyk2 TT_ORF1 PTK_Jak_rpt1 				Cluster: Os06g0283300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0283300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DCW3				CHR08V5|COORD:2157675..2153168|protein nodulation receptor kinase precursor, putative, expressed		LOC_Os08g04420.1		CUST_4344_PI399408534		-2.1426399		-1.0993893		2.1426399		down

		Contig13644_at		0		-0.34280825		-0.18029642		-0.2160821		-0.83847857		-0.9714408		-0.6659608		-1.0682473		-0.7024913		-0.50560427		1.3118262		1.2336397		1.1012259		1.1120682		1.1674757		1.1071525		0.8306465		0.7679591		0.9413142		-1.0200276		0.19890547		-0.40174294		-0.057160378		-0.8481021		-0.5380173		0.1800828		0.054258347		-0.054258347		0.9933171		0.99648046		1.248949		0.6640873		0.44168997		0.73415804		-0.25226402		-0.07308674		-0.11025381		2.00E-32		protein kinase family protein		At4g21410.1     		30		0		signalling.receptor kinases.misc				ABC transporter permease protein				putative serine/threonine kinase protein [Oryza sativa (japonica cultivar-group)]		BAC65049.1      				protein Protein kinase domain, putative		Os07g35660		CUST_3162_PI404877155		-3.190666		-1.6738576		3.190666		down

		Contig13755_at		0		-0.27634954		-0.15902853		0.022806168		-0.6647296		-0.6663532		-0.92778397		-0.44345045		-0.27459002		-0.5432563		0.5868473		0.48844957		0.29211807		0.58261395		0.6491375		0.6411996		0.8794522		0.8762803		0.832283		-0.43430996		-0.25192833		-0.47348452		-0.4921565		-0.38743877		-0.63293695		-0.33435726		-0.33962345		-0.34822035		0.285213		0.35135746		0.19775343		0.13709974		0.29082775		0.19671392		0.016784668		-0.016784668		0.047593117				lectin protein kinase, putative		At3g53810.1     		30		0		signalling.receptor kinases.misc				putative receptor-like protein kinase				OSJNBa0081C01.17 [Oryza sativa (japonica cultivar-group)] ref|XP_473281.1| OSJNBa0081C01.17 [Oryza sativa (japonica cultivar-group)]		CAD41145.2      				protein Protein kinase domain, putative		Os04g44910		CUST_3304_PI404877155		-2.1207411		-1.0845685		2.1207411		down

		Contig20719_at		0		-0.8533907		-0.22541618		-0.5638137		-1.3771896		-0.6214738		-1.4041739		-0.9568105		-1.1958838		-1.0909791		0.24396324		0.46629333		0.38005924		0.6253805		0.7713461		0.89936256		2.0393133		2.130271		2.0899105		-0.6331787		-0.20553827		-0.45974684		-1.1191063		-0.39900303		-1.3118749		-0.09138203		-0.7540059		0.44125843		0.22819519		0.67300415		0.25163746		0.36158943		0.25837135		0.70384026		0.080503464		0.024999619		-0.024999619				leucine-rich repeat family protein / protein kinase family protein		At5g25930.1     		30		0		signalling.receptor kinases.misc				putative receptor-like kinase				putative receptor-like kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB91929.1| putative receptor-like kinase [Oryza sativa (japonica		NP_916044.1     				protein Leucine Rich Repeat, putative		Os06g36270		CUST_7069_PI404877155		-3.980035		-1.9927812		3.980035		down

		Contig12629_at		0		0.5245266		0.24325895		0.03809929		-0.54865265		-0.91957283		-1.172117		-1.526917		-1.319452		-0.9981415		0.6117177		0.8466611		0.3508563		1.0174994		0.74013376		0.54435873		0.38394833		1.3452697		0.7760501		-0.82515717		-0.22622013		-0.15923882		-1.4598429		-1.2992957		-1.203012		-0.78352785		-0.5459628		-1.1794739		2.2842631		0.6485548		0.61980057		0.0072569847		0.13027382		-0.0072574615		-0.25261593		-0.31297207		0.36812782				serine/threonine protein kinase family protein		At5g38210.1     		30		0		signalling.receptor kinases.wheat LRK10 like				protein kinase family protein, contains protein kinase domain, Pfam:PF00069				P0034C09.1 [Oryza sativa (japonica cultivar-group)]		NP_917017.1     				protein Protein kinase domain, putative		Os01g49520		CUST_2259_PI404877155		-2.5778396		-1.3661625		2.5778396		down

		Contig12629_s_at		0		0.2359252		0.28067636		0.22314548		-0.8524413		-1.0895362		-0.91175985		-1.5543175		-1.1940222		-1.1500626		0.50022316		0.6184559		0.2500553		0.49067593		0.70520496		0.81068325		0.5849199		0.69051266		0.6169653		-0.8224344		0.038740158		-0.2840209		-0.76014614		-1.2172995		-1.2488117		-1.1400528		-1.4577947		-1.5480819		0.28171682		0.3940549		0.23972416		-0.033010006		0.033010006		0.08926916		-0.22554016		-0.44251966		-0.42274046				serine/threonine protein kinase family protein		At5g38210.1     		30		0		signalling.receptor kinases.wheat LRK10 like				serine/threonine protein kinase family protein, contains protein kinase domain, Pfam:PF00069; contains serine/threonine protein kinase domain, INTERPRO:IPR002290				P0034C09.1 [Oryza sativa (japonica cultivar-group)]		NP_917017.1     				protein Protein kinase domain, putative		Os01g49520		CUST_2263_PI404877155		-2.383932		-1.2533432		2.383932		down

		35_26772		0		0.3493147		0.25932884		0.33646154		0.069746256		-0.359596		0.045677423		-0.045677423		-0.30650544		0.41424084		1.4130802		1.3139257		1.665997		0.9841132		0.84700775		0.7616992		1.3106556		1.0978436		1.3435102		-1.6097279		-1.6745431		-1.2792542		-2.0050752		-2.704124		-2.7387662		-1.5946438		-1.0207849		-0.9857433		-0.055374146		0.4179535		0.46158266		-0.33089185		-0.36347795		0.26909447		-0.39719176		-0.643636		-0.7953434		2.00E-29		CHR3V7|COORD:1278235..1280948| ankyrin repeat family protein		AT3G04710.1		20		0		stress				 no descriptionweakly similar to ( 125)AT3G04710| Symbols:  | binding | chr3:1278235-1280948 FORWARDvery weakly similar to (99.8)STIP_SOYBNHeat shock protein STI - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned TPR 				Rep: Putative ankyrin - Oryza sativa (Rice)		UniRef90_Q9AUM1				CHR03V5|COORD:26937495..26944721|protein ankyrin-1, putative, expressed		LOC_Os03g47650.1		CUST_93632_PI403524517		-2.1559381		-1.1083158		2.1559381		down

		35_21674		0		-1.8655317		-1.7968483		-0.70474577		-1.7835312		-2.068087		-2.0442622		-2.550032		-2.2329392		-1.196785		-0.5418415		-0.97143745		-0.6483183		-1.0921435		-1.5452418		-0.6539779		-0.35642242		0.2064681		-0.06546068		0.41909027		0.85663414		0.74212074		0.7282114		0.6791811		0.13323736		0.828938		0.68861103		0.7996845		1.1870456		1.3398123		1.00882		0.78717566		0.93536234		0.4688096		0.2019515		-0.08747196		0.06546068		2.00E-22		CHR4V7|COORD:11715988..11719156| early-responsive to dehydration protein-related / ERD protein-related		AT4G22120.1		20		0		stress.abiotic.drought/salt				 no descriptionweakly similar to ( 102)AT4G22120| Symbols:  | early-responsive to dehydration protein-related / ERD protein-related | chr4:11715988-11719156 REVERSEnot assigned 		5.00E-30		Cluster: Putative early-responsive to dehydration stress protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative early-responsive to dehydration stre		UniRef90_Q5TKG1		2.00E-31		CHR05V5|COORD:29524910..29533161|protein HYP1, putative, expressed		LOC_Os05g51630.2		CUST_75606_PI403524517		-2.2578223		-1.174932		2.2578223		down

		Contig2479_at		0		-0.81939983		1.191412		1.1699877		-0.49568987		-0.028413773		-0.8074913		0.120539665		0.86623		0.015249252		-0.015249252		-0.56312704		-2.1599288		-1.5143709		-1.3766809		-1.4411345		-0.12227583		-0.36481333		-0.22534561		2.2370958		1.1722803		2.24339		-0.8782506		2.3376532		-1.0164943		-0.62123203		-0.6895852		-0.6285467		2.3190165		3.4962711		1.1336098		1.174756		2.1971865		1.4888754		2.620967		2.3922653		2.572978		4.00E-30		DRE-binding protein (DREB1C) / CRT/DRE-binding factor 2 (CBF2)		At4g25470.1     		20		0		stress.abiotic.drought/salt				NONE				DRE-binding protein 1A [Oryza sativa]		AAN02486.1      				protein DRE-binding protein 1A		Os09g35030		CUST_8370_PI404877155		-3.2339346		-1.6932905		3.2339346		down

		Contig9738_at		0		-1.4572186		-1.1913958		-0.9110799		-1.7087445		-1.5655794		-1.9392495		-2.5975375		-2.373414		-1.5071745		-0.75471735		-0.419868		-0.63410187		-0.95232487		-0.8870082		-0.3910885		0.6800027		0.6582179		0.6325383		1.571692		0.7536397		1.4023633		0.128788		0.8636737		-0.004962921		-0.21368742		-0.16479969		0.004962921		1.1261353		1.6747413		0.7445359		0.41552877		0.47190666		0.20663166		0.48187828		0.48979902		0.2541194		2.00E-44		senescence/dehydration- associated protein-related (ERD7)		At2g17840.1     		20		0		stress.abiotic.drought/salt				NONE				putative senescence-associated protein [Oryza sativa] dbj|BAD61717.1| putative ERD7 protein [Oryza sativa (japonica cultivar-group)] dbj|BAD		AAL79714.1      				protein Senescence-associated protein, putative		Os06g50330		CUST_15893_PI404877155		-2.7602186		-1.4647826		2.7602186		down

		35_20478		0		0.098526955		-0.4685583		0.09073067		-0.10534859		-0.27170992		-0.3300929		0.5106821		0.3056965		0.16555977		0.2374773		-0.09073067		-0.6600218		-0.546134		-0.45897436		-0.7900834		0.4067831		0.4250698		0.32801437		-0.5328102		-0.5167961		-0.9441018		-0.56740427		-0.60584784		-0.4289384		-0.16786098		-0.3881445		-0.36281157		0.41828632		2.1441355		1.7960978		1.4797897		2.2372875		1.5083132		1.6943502		1.3994446		1.343358		2.00E-19		CHR2V7|COORD:7774258..7774740| DNAJ heat shock protein, putative		AT2G17880.1		20		0		stress.abiotic.heat				 no descriptionvery weakly similar to (86.3)AT2G17880| Symbols:  | DNAJ heat shock protein, putative | chr2:7774258-7774740 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned DnaJ DnaJ DnaJ CbpA PRK10266 PRK10767 PRK12678 TT_ORF1 		7.00E-38		Cluster: Os08g0548400 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os08g0548400 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J3W6		3.00E-39		CHR08V5|COORD:27372890..27375658|protein chaperone protein dnaJ 11, chloroplast precursor, putative, expressed		LOC_Os08g43490.1		CUST_71465_PI403524517		-4.1685076		-2.059531		4.1685076		down

		35_20962		0		1.7539525		1.9774394		2.18475		1.7896385		1.6242294		2.0233903		1.6756444		2.244391		2.4417157		3.9181585		3.112526		5.12006		2.220099		2.903633		2.4631205		5.070361		4.8314476		5.02903		-2.316483		-3.6459122		-2.3006427		-3.524568		-3.4551935		-3.4566734		-3.5316768		-2.4340458		-3.4807787		-1.624229		-3.5641215		-1.9830992		-3.5983796		-3.5245094		-3.5571928		-3.527457		-3.567371		-3.560374		4.00E-27		CHR4V7|COORD:13819054..13819901| HSP21 (HEAT SHOCK PROTEIN 21)		AT4G27670.1		20		0		stress.abiotic.heat				 no descriptionvery weakly similar to (97.1)AT4G27670| Symbols: HSP21 | HSP21 (HEAT SHOCK PROTEIN 21) | chr4:13819054-13819901 REVERSEweakly similar to ( 105)HS21C_PEASmall heat shock protein, chloroplast precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IbpA HSP20 alpha-crystallin-Hsps PRK12323 PRK07764 PRK07003 TT_ORF1 PRK05648 PRK12678 Atrophin-1 PRK00708 Extensin_2 APC_basic Drf_FH1 				Rep: HSP20 protein - Triticum aestivum (Wheat)		UniRef90_Q2L3S1				CHR05V5|COORD:13121855..13114782|protein retrotransposon protein, putative, unclassified, expressed		LOC_Os05g23140.1		CUST_73105_PI403524517		-3.6901977		-1.8836981		3.6901977		down

		35_46262		0		-1.6562028		-1.6920838		-2.0611959		-2.958877		-1.6006188		-1.9472327		-1.4059486		-1.4133644		-2.3077278		-1.7339554		-2.0936837		-1.5280585		-1.7358756		-1.545701		-0.6230068		0.7236142		0.9086795		0.86951923		0.5064068		-0.20657921		0.030376434		0.28407192		0.6810856		0.64360905		0.35965872		0.58042574		0.46939135		0.647635		0.42558384		0.5698924		0.46724796		0.57380056		-0.072423935		-0.030375957		0.17204666		0.19592047				CHR3V7|COORD:3991494..3993696| HSP70 (heat shock protein 70); ATP binding		AT3G12580.1		20		0		stress.abiotic.heat				 no descriptionmoderately similar to ( 240)AT3G12580| Symbols: HSP70 | HSP70 (heat shock protein 70); ATP binding | chr3:3991494-3993696 REVERSEmoderately similar to ( 237)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned not assigned not assigned HSP70 DnaK dnaK dnaK hscA hscA 				Cluster: Heat shock 70 kDa protein cognate 4; n=22; Endopterygota|Rep: Heat shock 70 kDa protein cognate 4 - Manduca sexta (Tobacco hawkmoth) (Tobacco hornworm)		UniRef90_Q9U639				CHR03V5|COORD:9349210..9352126|protein heat shock cognate 70 kDa protein 2, putative, expressed		LOC_Os03g16860.2		CUST_166050_PI403524517		-2.2080204		-1.1427536		2.2080204		down

		Contig6557_s_at		0		0.32161713		0.6227865		0.28785706		-0.18043995		-0.7172651		-0.27614403		-0.5694828		0.11124134		-0.03969574		1.2702723		1.2217989		0.6240616		0.7548418		0.8682833		1.3284483		1.2078018		1.0907211		1.114069		-0.45659542		-0.591197		-0.5585213		0.039694786		-0.17124939		0.06744671		-0.16445541		-0.17155743		-0.054174423		0.2829504		0.41019535		0.66254425		-1.3441725		-1.4399176		-1.1497192		-1.4039536		-1.7062769		-1.7330885		2.00E-25		23.6 kDa mitochondrial small heat shock protein (HSP23.6-M)		At4g25200.1     		20		0		stress.abiotic.heat				NONE				small heat shock protein Hsp23.6 [Triticum aestivum]		AAD03605.1      				protein small heat shock protein Hsp23.6		Os06g11610		CUST_12811_PI404877155		-2.1468222		-1.1022027		2.1468222		down

		Contig7254_s_at		0		-0.65743256		-1.6079588		-0.59580135		-1.2706747		-0.8091974		-1.377059		-0.4549284		-0.9055538		-1.022788		-0.9283209		-0.60316277		-2.2023234		-0.881546		-0.86859894		-0.42192936		1.71453		1.5255299		1.6454172		0.104278564		0.01843071		-0.67414093		0.28787804		0.6013603		0.39258385		0.548686		0.17893887		-0.2194128		-0.01843071		1.7632141		0.91037655		2.356841		2.5384398		2.4676228		2.4471292		2.1485443		2.169406		7.00E-18		DNAJ heat shock protein, putative		At2g17880.1     		20		0		stress.abiotic.heat				NONE		6.00E-26		0		BAD10757.1      		1.00E-29		protein DnaJ domain, putative		Os06g50230		CUST_13520_PI404877155		-3.3107798		-1.7271711		3.3107798		down

		HA01B23u_at		0		0.22475815		-0.32183838		0.20091343		-0.11376953		-0.2142601		-0.1843195		0.7046299		0.5359497		0.09536266		0.22893429		-0.09536266		-0.5821705		-0.5133562		-0.43228436		-0.38211823		0.39645863		0.3459139		0.29871273		-0.36234283		-0.40867996		-0.5955143		-0.48339844		-0.13722897		-0.28388786		-0.18917656		-0.35737038		-0.2418642		0.44348145		2.0706844		1.8056669		1.5635738		2.4823027		1.7215633		2.1225443		1.5134945		1.6664848				0		0		20		0		stress.abiotic.heat				DnaJ protein homolog				0		0		6.00E-08		protein DnaJ domain, putative		Os08g43490		CUST_16336_PI404877155		-4.1408234		-2.0499177		4.1408234		down

		HVSMEb0006O18r2_at		0		0.079268456		-0.6014137		0.15872383		-0.1357603		-0.22893715		-0.2625456		0.667058		0.42050648		0.045612335		0.2054491		-0.04561329		-0.65658665		-0.58431244		-0.5625696		-0.7139969		0.30701256		0.1757412		0.15894127		-0.4426689		-0.52979755		-0.88058376		-0.38957214		-0.35275173		-0.2951212		-0.24722481		-0.4045372		-0.26546764		0.42433548		2.2920523		1.9483385		1.7179136		2.6288862		1.7498941		2.082221		1.5295486		1.587224				0		0		20		0		stress.abiotic.heat				DnaJ protein homolog				0		0				0		0		CUST_18014_PI404877155		-4.583532		-2.1964598		4.583532		down

		HVSMEb0006O18r2_s_at		0		0.16197395		-0.53796005		0.10337734		-0.16048622		-0.27931023		-0.36935806		0.5184574		0.32327366		0.16775608		0.23410416		-0.10337639		-0.7546463		-0.53820133		-0.53775024		-0.6176214		0.24797344		0.31892776		0.26400185		-0.5414753		-0.5864315		-0.918272		-0.5211153		-0.4701395		-0.4892521		-0.21063995		-0.3542099		-0.31613064		0.5159826		2.2400608		1.9257975		1.7161226		2.5434427		1.6911631		1.9952917		1.5828896		1.631957				0		0		20		0		stress.abiotic.heat				DnaJ protein homolog				0		0		6.00E-08		protein DnaJ domain, putative		Os08g43490		CUST_18017_PI404877155		-4.756965		-2.2500415		4.756965		down

		35_15215		0		-0.15689659		-0.60603905		-0.45071697		-0.51345825		-0.6794777		-0.47744083		-0.7675905		-0.39947224		-0.47152042		0.013870239		0.1316576		-0.18675423		1.1915674		0.9836235		1.1408577		0.66402245		0.654253		0.61665154		-1.0746183		-0.28054667		-0.8245821		0.052324295		-0.31461048		-0.2882328		0.056173325		-0.013870239		-0.094264984		-0.24115467		0.027008057		0.57761574		0.38040924		0.50263023		0.4187479		0.683691		0.20855713		0.28419018		1.00E-41		CHR2V7|COORD:19562115..19563026| universal stress protein (USP) family protein		AT2G47710.1		20		0		stress.abiotic.unspecified				 no descriptionweakly similar to ( 152)AT2G47710| Symbols:  | universal stress protein (USP) family protein | chr2:19562115-19563026 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned USP_Like Usp UspA STK_N PRK12678 PRK12323 				Cluster: Universal stress protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Universal stress protein - Hordeum vulgare var. distichum (Two-rowed barley)		UniRef90_Q4VSM2				CHR07V5|COORD:28466708..28468880|protein universal stress protein, putative, expressed		LOC_Os07g47620.1		CUST_53490_PI403524517		-2.1160495		-1.0813735		2.1160495		down

		Contig3051_s_at		0		-0.207695		-0.40088177		-0.37568474		-0.39291763		-0.5810871		-0.36640358		-0.58542156		-0.31799984		-0.44004345		0.092526436		-0.048256874		-0.16557884		1.2288275		1.0992527		1.26299		0.72186756		0.8012514		0.67206573		-0.96048784		-0.44936848		-0.6832342		0.04825592		-0.27313423		-0.08858967		0.074313164		0.14947128		-0.13098526		-0.36424446		0.09742355		0.48002625		0.2583027		0.5074463		0.54712963		0.7201052		0.33798409		0.4151783		7.00E-42		universal stress protein (USP) family protein		At2g47710.1     		20		0		stress.abiotic.unspecified				putative universal stress protein USP1				universal stress protein USP1-like protein [Oryza sativa (japonica cultivar-group)]		BAC16006.1      				protein universal stress protein family		Os07g47620		CUST_9277_PI404877155		-2.0519688		-1.0370089		2.0519688		down

		35_1340		0		-1.2123476		-1.0438858		-1.3878067		-1.4109701		-1.4196479		-1.0186578		-1.3768939		-1.3991165		-1.4131402		-1.3148717		-1.36942		-1.3298376		-1.3858001		-0.9153557		-1.4069272		-1.4039179		-1.3602418		-1.3843521		3.1075206		3.166514		2.732101		2.419611		1.6875501		2.0825152		1.9437408		0.9153557		1.2371244		4.120344		4.19988		3.8182364		3.6642132		3.26055		3.7531672		3.2487698		3.6683722		3.5779757		7.00E-17		CHR1V7|COORD:5901162..5903432| leucine-rich repeat family protein		AT1G17250.1		20.1		0		stress.biotic				 no descriptionvery weakly similar to (85.1)AT1G17250| Symbols:  | leucine-rich repeat family protein | chr1:5901162-5903432 REVERSEvery weakly similar to (60.8)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)				Cluster: Ice recrystallization inhibition protein 1 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 1 precursor - Triticum aesti		UniRef90_Q56B90		3.00E-25		CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed		LOC_Os07g01710.1		CUST_4854_PI403524517		-2.9438808		-1.5577192		2.9438808		down

		35_22562		0		-1.1145176		0.3478415		0.31466007		-0.12323332		-1.1656021		-1.2086004		-1.059137		-0.71815145		-1.1742564		0.05184722		1.995986		1.854044		2.2842817		2.8336282		2.678928		3.9840474		4.099259		4.011357		-1.0983166		-0.5937437		-0.16376948		-1.1540058		0.1833539		0.3003099		1.7722445		-0.46460795		1.3452187		1.0660377		1.021002		-1.0674379		-0.5877776		-0.05184722		0.9905603		-1.0450214		-1.1245494		-1.0734634		2.00E-15		CHR3V7|COORD:828407..829870| CHAT (ACETYL COA:(Z)-3-HEXEN-1-OL ACETYLTRANSFERASE); acetyl CoA:(Z)-3-hexen-1-ol acetyltransferase		AT3G03480.1		20.1		0		stress.biotic				 no descriptionvery weakly similar to (79.0)AT3G03480| Symbols: CHAT | CHAT (ACETYL COA:(Z)-3-HEXEN-1-OL ACETYLTRANSFERASE); acetyl CoA:(Z)-3-hexen-1-ol acetyltransferase | chr3:828407-829870 REVERSETransferase 		1.00E-38		Cluster: Os10g0503300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0503300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0IWK4		6.00E-39		CHR10V5|COORD:18884021..18886719|protein 10-deacetylbaccatin III 10-O-acetyltransferase, putative, expressed		LOC_Os10g35950.1		CUST_78687_PI403524517		-9.84489		-3.299375		9.84489		down

		35_249		0		0.17725658		0.10427809		0.40073013		-0.47426367		-0.56863976		0.14119291		-0.5164628		-0.70784616		-0.20986032		0.38852167		0.50352335		0.5982895		-0.00566864		0.14019918		-0.21632624		0.00566864		0.46611595		0.37123537		-0.8216052		-0.46908092		-0.62957907		-1.8999212		-2.447266		-1.3145437		-1.2128658		-1.1637578		-1.2600932		0.45700216		0.3115859		0.5959554		0.31192064		-0.29453707		0.06218481		0.13417244		0.07333326		-0.42169046				CHR2V7|COORD:6615771..6616448| secretory protein, putative		AT2G15220.1		20.1		0		stress.biotic				 no descriptionmoderately similar to ( 254)AT2G15220| Symbols:  | secretory protein, putative | chr2:6615771-6616448 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned BSP TT_ORF1 Protamine_P1 DUF566 DUF1509 				Rep: Hypothetical protein precursor - Hordeum vulgare (Barley)		UniRef90_O24003				CHR10V5|COORD:18306517..18305831|protein secretory protein, putative		LOC_Os10g34910.1		CUST_949_PI403524517		-2.608431		-1.3831823		2.608431		down

		35_32806		0		-0.08629942		-0.15271616		-0.22736073		-0.76679635		0.5408006		0.36296892		-1.1827462		-0.88488436		0.16658735		1.9034147		2.4149494		2.2489386		1.8693581		2.0398073		2.1333046		2.3181696		2.1665454		2.3710408		-0.428679		1.2672629		0.30352736		-0.52026844		-0.8167896		-1.7222357		0.08337259		-1.3373122		-0.2098403		2.5281162		2.6423836		2.4597144		-0.08337307		-0.14316797		-0.49568796		-0.5263581		-1.5924246		-1.483093						0		20.1		0		stress.biotic				 no descriptionweakly similar to ( 108)XIP1_WHEATXylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)		1.00E-22		Cluster: Xylanase inhibitor protein 1 precursor; n=2; Triticum aestivum|Rep: Xylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)		UniRef90_Q8L5C6		2.00E-15		CHR06V5|COORD:14641576..14640580|protein xylanase inhibitor protein 1 precursor, putative, expressed		LOC_Os06g24990.1		CUST_115677_PI403524517		-5.31719		-2.410664		5.31719		down

		35_33488		0		-0.43005896		-0.9324422		-0.09823704		-0.86278534		0.22909212		-0.037303448		-0.9003506		-1.2494056		0.037303448		2.061534		2.2997103		2.141364		1.4869933		1.6815362		2.0096884		2.287652		1.9624553		2.00633		-1.2295609		0.7177057		0.108894825		-1.9935837		-0.9052105		-2.6057239		-0.7510779		-1.676455		-0.82745457		2.6498718		2.3815932		1.8350463		-0.32918406		0.77735376		-0.772141		0.48068666		-2.3321042		-1.6995971						0		20.1		0		stress.biotic				 no descriptionvery weakly similar to (65.5)XIP1_WHEATXylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)		5.00E-10		Cluster: Xylanase inhibitor protein 1 precursor; n=2; Triticum aestivum|Rep: Xylanase inhibitor protein 1 precursor - Triticum aestivum (Wheat)		UniRef90_Q8L5C6		2.00E-07		CHR08V5|COORD:25646518..25645613|protein xylanase inhibitor protein 1 precursor, putative		LOC_Os08g40740.1		CUST_118257_PI403524517		-5.51976		-2.4646056		5.51976		down

		35_49592		0		0.5168872		0.32126665		0.56089497		-0.80661964		-0.49821758		-0.46673012		-0.8904388		-0.52377224		-0.65939856		0.84094715		0.643878		1.1631551		0.9630585		1.0042801		0.37576246		1.3770652		1.4105673		1.4829521		0.058787823		0.39578152		0.8040743		-0.6312065		-0.5100212		-0.61782694		-0.7490721		-0.9070287		-0.33041		0.7202091		0.4575019		-0.0587883		-0.5769453		-0.75537586		0.15340662		-0.7750044		-0.8083873		-1.1775806		2.00E-31		CHR1V7|COORD:27221341..27224628| leucine-rich repeat transmembrane protein kinase, putative		AT1G72300.1		20.1		0		stress.biotic				 no descriptionweakly similar to ( 120)AT1G72300| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:27221341-27224628 REVERSEvery weakly similar to (90.1)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned COG4886 				Cluster: Putative leucine-rich repeat receptor-like kinase; n=4; Oryza|Rep: Putative leucine-rich repeat receptor-like kinase - Oryza rufipogon (Brownbeard rice		UniRef90_Q5UD34				CHR02V5|COORD:2937377..2933892|protein phytosulfokine receptor precursor, putative, expressed		LOC_Os02g05910.1		CUST_178326_PI403524517		-2.4637673		-1.300866		2.4637673		down

		35_9342		0		-0.106822014		0.020842552		0.032228947		-0.14121675		0.066207886		-0.24708605		-1.2712703		-0.7532115		0.16429901		0.8799825		0.55686235		0.9145627		0.62729645		0.58814096		0.9622817		0.8544164		1.1533666		0.8804312		-0.6189194		-0.18064165		-0.37415743		-0.3982768		-0.8126826		-0.2102294		-0.006673336		-0.17088556		-0.26844645		0.17367983		0.2755642		0.24435902		0.13809013		-0.039656162		0.006673813		-0.40769768		-0.13520432		-0.7751126		3.00E-16		CHR1V7|COORD:26152499..26154610| leucine-rich repeat family protein		AT1G69545.1		20.1		0		stress.biotic				 no descriptionvery weakly similar to (69.7)AT1G69545| Symbols:  | leucine-rich repeat family protein | chr1:26152499-26154610 REVERSEnot assigned 		6.00E-38		Cluster: Putative NBS-LRR resistance protein RGH2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative NBS-LRR resistance protein RGH2 - Oryza sativa (jap		UniRef90_Q67UX2				CHR01V5|COORD:41487575..41482662|protein NBS-LRR disease resistance protein, putative, expressed		LOC_Os01g71106.2		CUST_32394_PI403524517		-2.1032152		-1.0725965		2.1032152		down

		35_1870		0		0.5529938		0.56050014		0.5732012		0.4436636		-0.0485487		0.5748787		-1.686554		-0.016496658		0.052204132		0.36188316		0.8499727		0.84726906		1.9941864		1.8697338		2.1606827		1.5178823		1.439889		1.53827		-1.6338034		-0.89232063		-0.3943777		-0.2953596		-0.41799068		-0.701663		-1.1824856		-1.1374168		-1.2664251		0.016496658		0.4112625		1.1566563		-1.8513536		-1.6824808		-1.7743139		-1.8750496		-2.1798162		-2.0550423				CHR5V7|COORD:19414811..19418994| RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D)		AT5G47910.1		20		0		stress.biotic.respiratory burst				 no descriptionhighly similar to ( 912)AT5G47910| Symbols: ATRBOHD, RBOHD | RBOHD (RESPIRATORY BURST OXIDASE PROTEIN D) | chr5:19414811-19418994 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned NADPH_Ox NAD_binding_6 FAD_binding_8 Ferric_reduct COG4097 Herpes_BLLF1 PRK07003 APC_basic PRK07764 PRK12323 				Cluster: Respiratory burst oxidase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Respiratory burst oxidase,		UniRef90_Q2QP56				CHR12V5|COORD:21614670..21620117|protein respiratory burst oxidase, putative, expressed		LOC_Os12g35610.1		CUST_6736_PI403524517		-2.4384966		-1.2859919		2.4384966		down

		HV_CEa0013E09r2_at		0		-0.40132952		-1.0208073		-0.72561026		-0.790833		-1.3036981		-0.7260456		-0.3422284		-0.44736338		-0.6732836		0.2197752		0.16724968		0.09885454		0.05273342		-0.1676817		-0.09806585		0.2882495		0.4970436		0.34947014		-0.91457224		-0.16862106		-1.2800107		-0.3357091		-0.7865372		-0.49661255		0.14453697		0.22835779		1.071486		-0.05273342		0.59560585		0.72177315		1.1512046		1.177752		1.09377		1.2035556		0.92077494		0.8876567		4.00E-32		transporter, putative		At5g24380.1     		34.12		0		transport.metal				NONE		2.00E-36		OSJNBb0103I08.15 [Oryza sativa (japonica cultivar-group)] ref|XP_473374.1| OSJNBb0103I08.15 [Oryza sativa (japonica cultivar-group)] gb|AAS4		CAE04269.2      		1.00E-37		protein transposon protein, putative, unclassified		Os04g45900		CUST_17515_PI404877155		-2.1999168		-1.137449		2.1999168		down

		35_3221		0		1.16E-04		-1.17E-04		-0.3266306		-0.147439		-0.54750514		-0.1760211		-0.8785763		-0.77657795		-0.3359542		1.1503181		0.85847616		1.2510138		0.6017637		0.66515064		0.7143822		0.3603282		0.6278329		0.40103626		-1.4143267		-0.2018199		-1.0601878		-1.0536981		-0.8420267		-0.997566		-1.4022899		-0.50118756		-0.7692349		0.7901163		0.7989049		1.2859383		0.8808489		0.9174137		0.5965204		0.69845915		0.3433361		-0.15295172				CHR4V7|COORD:5551518..5552710| transporter		AT4G08690.2		34.99		0		transport.misc				 no descriptionmoderately similar to ( 223)AT4G08690| Symbols:  | SEC14 cytosolic factor family protein / phosphoglyceride transfer family protein | chr4:5551518-5552710 REVERSEnot assigned not assigned SEC14 SEC14 CRAL_TRIO CRAL_TRIO_N 				Cluster: Hypothetical protein OSJNBa0034K10.5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0034K10.5 - Oryza sativa (japonica cu		UniRef90_Q5WMM0				CHR05V5|COORD:10654949..10651654|protein transporter-like protein, putative, expressed		LOC_Os05g18470.1		CUST_11371_PI403524517		-2.1302176		-1.0910008		2.1302176		down

		Contig17575_at		0		0.5347185		0.4238844		0.8532858		-0.59464645		0.50803185		-0.8780775		0.09474659		-0.52307034		-0.30857372		1.5933867		1.3929472		0.3678379		-1.1626244		-1.3421288		-0.81215477		-1.2972708		-1.4470758		-1.3736162		0.07069397		-0.07069397		-0.16841412		-0.5129385		-0.7009907		-0.59159756		-0.6724367		-1.559001		-1.5636921		1.9439831		2.6235323		2.1714802		1.3738232		1.7266216		1.261755		1.071147		0.7948961		0.9486866				29859033|transporter-related		At1g79360.1     		34.99		0		transport.misc				organic cation transporter-related, low similarity to Organic cation/carnitine transporter 2 (Solute carrier family 22, member 5) (High-affinity sodium-dependent carnitine cotransporter) from {Homo sapiens} SP:O76082, {Rattus norvegicus} SP:O70594; contai				putative organic cation transporter [Oryza sativa (japonica cultivar-group)]		BAC83382.1      				protein Major Facilitator Superfamily		Os07g37450		CUST_5644_PI404877155		-4.554276		-2.1872218		4.554276		down

		35_9836		0		-0.56947184		-0.31340313		-0.8273704		-0.9866004		-0.8996692		-0.78568935		-0.86121035		-1.7357945		-0.7117362		0.17053747		0.054676533		0.47351122		0.22968292		0.035875797		-0.09755087		0.6944437		0.40076685		0.61701345		0.3045416		0.024143219		0.6026912		-0.7711983		-0.8665409		-0.99515843		-0.11216831		0.034753323		0.23618889		0.7089019		0.68758917		0.35433483		0.11621475		-0.0022192001		-0.004057884		0.0022187233		-0.22695637		-0.8598256				CHR2V7|COORD:10317918..10319243| potassium channel tetramerisation domain-containing protein		AT2G24240.1		34.15		0		transport.potassium				 no descriptionmoderately similar to ( 228)AT2G24240| Symbols:  | potassium channel tetramerisation domain-containing protein | chr2:10317918-10319243 FORWARDnot assigned not assigned not assigned 				Rep: H0311C03.5 protein - Oryza sativa (Rice)		UniRef90_Q01I89				CHR04V5|COORD:24817487..24815875|protein K+ channel tetramerisation domain containing protein, expressed		LOC_Os04g42310.1		CUST_34127_PI403524517		-2.2054915		-1.1411003		2.2054915		down

		35_19546		0		0.58927536		0.38017273		0.9296169		-0.47004128		0.5958204		-0.9846277		0.076013565		-0.55244064		-0.07601452		1.5659056		1.3094292		0.5110159		-0.9032526		-1.2401829		-0.53354645		-1.2207375		-1.3398705		-1.3127251		0.10115719		-0.07766247		-0.21324635		-0.513958		-0.4705286		-0.513958		-0.56472015		-1.4704771		-1.4567461		1.9122658		2.5951986		2.0239115		1.2611437		1.7325525		1.492775		1.3274727		1.0082293		1.0648193				CHR1V7|COORD:29859033..29860616| transporter-related		AT1G79360.1		34.14		0		transport.unspecified cations				 no descriptionweakly similar to ( 167)AT1G79360| Symbols:  | transporter-related | chr1:29859033-29860616 REVERSEnot assigned not assigned MFS_1 PRK12323 Sugar_tr AraJ 				Cluster: Putative organic cation transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative organic cation transporter - Oryza sativa (japonica cult		UniRef90_Q6ZF47				CHR07V5|COORD:22425967..22427944|protein organic cation transporter 3, putative, expressed		LOC_Os07g37454.1		CUST_68358_PI403524517		-4.52404		-2.1776118		4.52404		down

		35_27283		0		-0.5010042		-0.48902512		-0.2275219		-0.972527		-0.9885459		-1.0615497		-1.3228316		-1.3525901		-1.2368689		0.869174		0.8113136		0.8745985		0.75715256		0.68955326		0.6539583		0.5814228		0.6105499		0.583807		-0.89888144		-0.27404404		-0.70838785		-0.8061123		-0.9607825		-1.3853574		-1.2562666		-1.1617179		-1.0966878		0.4402256		0.53690434		0.5127239		0.2993574		0.49485016		0.51697826		0.32884598		0.2581072		0.22752094		1.00E-30		CHR1V7|COORD:12660609..12663531| monosaccharide transporter, putative		AT1G34580.1		34.2		0		transporter.sugars				 no descriptionvery weakly similar to (90.9)AT1G11260| Symbols: STP1 | STP1 (SUGAR TRANSPORTER 1); carbohydrate transporter/ sugar porter | chr1:3777460-3780133 FORWARDvery weakly similar to (90.1)STC_RICCOSugar carrier protein C - Ricinus communis (Castor bean)not assigned not assigned Sugar_tr xylE 		1.40E-45		Rep: H0505F09.2 protein - Oryza sativa (Rice)		UniRef90_Q01JT9				CHR04V5|COORD:22375035..22376766|protein sugar transport protein 5, putative		LOC_Os04g37970.1		CUST_95462_PI403524517		-3.074696		-1.6204438		3.074696		down

		Contig19105_at		0		-0.47058964		-1.8387249		-0.75449467		-1.9208579		-1.421195		-2.7917356		-2.6916268		-3.3603873		-1.792248		1.9262943		1.7787485		1.8693218		1.255414		0.6632123		1.0280032		0.072423935		0.40982342		-0.072423935		1.5566711		-0.40941525		1.4852805		-1.9344175		-1.4920528		-1.7749605		-1.641248		-1.1539972		-1.8500993		1.6394534		1.4646635		1.306499		0.98331976		1.0694451		1.126224		0.8244953		0.6572819		-0.408916		5.00E-12		mannitol transporter, putative		At2g16120.1     		34.2		0		transporter.sugars				NONE		2.00E-13		mannitol transporter [Apium graveolens var. dulce]		AAL85876.1      		1.00E-19		protein Sugar transporter		Os12g32760		CUST_6389_PI404877155		-7.3914275		-2.885853		7.3914275		down

		Contig20294_at		0		-0.51797247		-0.37710333		-0.2572174		-0.6019969		-0.998333		-0.92082405		-0.46439505		-0.9993372		-1.174254		0.5046363		0.3286991		0.8257451		-0.047955513		-0.015752792		0.27667618		0.9058852		1.0547132		1.02667		0.68742895		-0.008896828		0.72729635		0.008897305		-0.24396753		-0.62800217		0.38425875		-0.36111832		0.23445654		0.5023651		0.5838556		0.36445713		1.0244102		0.40383768		0.3209734		-0.40419722		-0.3551669		-0.38038397		2.00E-32		sugar transporter, putative		At1g77210.1     		34.2		0		transporter.sugars				sugar transporter, putative, similar to monosaccharide transporter PaMst-1 (Picea abies) GI:2258137, sugar carrier protein GI:169735 from (Ricinus communis), glucose transporter (Saccharum hybrid cultivar H65-7052) GI:347855; contains Pfam profile PF00083		4.00E-31		monosaccharide transporter [Glycine max]		CAD91336.1      				protein probable monosaccharide transport protein T14N5.7 - Arabidopsis thaliana		Os09g15330		CUST_6896_PI404877155		-2.3639417		-1.2411945		2.3639417		down

		Contig24094_at		0		-0.47399712		-0.5612016		-0.24564266		-1.0380697		-0.8796959		-0.9202752		-1.250937		-1.2189212		-1.1070123		0.98277855		0.8606796		1.0465422		0.8304291		0.78120136		0.7516489		0.68259144		0.568594		0.47054482		-0.8260665		-0.29020596		-0.76046324		-0.68099403		-1.1582828		-1.2886524		-1.2839918		-1.1724916		-1.061635		0.5611563		0.5271425		0.5020075		0.40655518		0.4778862		0.41457272		0.31716537		0.40785694		0.24564362		1.00E-30		monosaccharide transporter, putative		At1g34580.1     		34.2		0		transporter.sugars				gi|21740734|emb|CAD40855.1| OSJNBa0086B14.27		1.40E-45		OSJNBa0086B14.28 [Oryza sativa (japonica cultivar-group)] emb|CAD40953.1| OSJNBa0027G07.2 [Oryza sativa (japonica cultivar-group)]		CAD40855.1      				protein Sugar transporter		Os04g37970		CUST_8172_PI404877155		-3.0953119		-1.6300848		3.0953119		down

		HvAAO4		0		-0.9706707		-1.533298		-1.1907306		-0.70483875		-0.53482056		-0.49682426		-0.53223324		-0.8624506		-0.37977266		0.8770652		0.12333965		0.3409829		0.11658907		0.5618272		-0.007874489		0.0950861		0.1775527		0.23729658		-1.5825129		-1.7232375		-1.8524258		-0.62970924		-0.8458257		-1.1061597		-0.45860338		-0.34451962		0.007874012		0.99491835		1.1780329		0.8987255		1.3645029		1.2780471		1.5580144		0.86832094		0.5813556		0.782526										0																				CUST_499_PI399407379		-2.1152582		-1.0808338		2.1152582		down

		HvHK14		0		0.3957243		0.16263914		0.5684695		-0.8795953		-0.5210681		-0.8788228		-0.69144297		-1.0208077		-0.9418578		1.3189173		0.53222847		0.67026234		0.288548		0.40307903		0.63773155		1.0803909		1.0512233		1.0033731		3.393629		-0.1294756		2.5017338		-0.7357297		-0.2925248		-0.6970806		0.021211147		-0.4110527		-0.02121067		1.1237755		0.38535595		0.103877544		-0.2397809		-0.29720163		-0.3457017		-0.24072933		-0.5425577		-0.7743759										0																				CUST_359_PI399407379		-2.296073		-1.1991684		2.296073		down

		HvHK9		0		-0.24940777		-0.73894596		-0.8332844		-0.69324684		-0.81213427		-0.99176645		-0.32537222		-0.21678066		-0.45467973		0.66904116		0.82674503		0.19091415		0.20396519		0.30862713		0.3128724		0.65426207		0.78194666		0.84488773		-0.56237364		-0.7976773		-0.6674888		-0.8981066		-1.0177763		-1.316504		-0.47178268		-0.0137553215		0.0137553215		0.11882782		0.42801857		0.6653347		0.66932297		1.0624628		1.0363894		1.0534692		0.15220451		-0.03430128										0																				CUST_224_PI399407379		-2.1783094		-1.1232089		2.1783094		down

		HvIPT21		0		-0.06645155		-1.1278641		-0.16108513		-0.56945467		-0.06075239		-0.5315366		0.24277353		-0.26688194		0.08804655		-1.2414272		-0.97933435		-0.4239626		0.013273716		0.24701834		-0.32600546		-0.12510443		0.4506607		0.59350157		0.97894526		-1.0414932		-0.013273716		-0.9880581		-0.6760578		-1.3726978		0.19343138		-0.047393322		1.8157134		0.73921204		3.2663622		1.1157613		1.9771008		2.9807038		2.9440522		3.0838509		2.6505933		2.559742										0																				CUST_398_PI399407379		-5.643044		-2.4964736		5.643044		down

		HvZEP5		0		0.35608172		-0.36386442		1.0692055		-0.6977892		0.69686246		-0.07889509		1.7984962		0.7233503		1.285934		2.139422		0.07889485		-1.1293436		-0.88003445		-1.5116177		-1.2308964		-1.0850669		-1.4778506		-1.5888413		-1.2436712		-1.0731871		-1.5759134		-0.4366982		-1.1017048		-0.95435846		0.7837279		0.7433102		-0.39388418		-1.2150552		4.7129884		4.1590714		4.5011067		5.7016134		4.6645503		5.417591		4.84602		4.9303174										0																				CUST_3_PI399407379		-27.369732		-4.7745094		27.369732		down

		Harvest assembly ID				US91603673_252882710112_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		ATH_EVALUE		ATH_SEQ_DESC		ATH_SEQ_ID		BINCODE		ControlType		FUNCAT				MAPMAN DESCRIPTION		PROT_EVALUE		PROT_SEQ_DESC		PROT_SEQ_ID		RICE_EVALUE		RICE_SEQ_DESC		RICE_SEQ_ID		ProbeName		FC ([ACKERMANNS DONARIA] vs [MHOR318])		Log FC ([ACKERMANNS DONARIA] vs [MHOR318])		FC (abs) ([ACKERMANNS DONARIA] vs [MHOR318])		Regulation ([ACKERMANNS DONARIA] vs [MHOR318])

						Heines Haisa-GP1		Heines Haisa-GP2		Heines Haisa-GP3		Heines Haisa-SP1		Heines Haisa-SP2		Heines Haisa-SP3		Heines Haisa-AP1		Heines Haisa-AP2		Heines Haisa-AP3		MHOR345-GP1		MHOR345-GP2		MHOR345-GP3		MHOR345-SP1		MHOR345-SP2		MHOR345-SP3		MHOR345-AP1		MHOR345-AP2		MHOR345-AP3		Ackermanns Donaria-GP1		Ackermanns Donaria-GP2		Ackermanns Donaria-GP3		Ackermanns Donaria-SP1		Ackermanns Donaria-SP2		Ackermanns Donaria-SP3		Ackermanns Donaria-AP1		Ackermanns Donaria-AP2		Ackermanns Donaria-AP3		MHOR318-GP1		MHOR318-GP2		MHOR318-GP3		MHOR318-SP1		MHOR318-SP2		MHOR318-SP3		MHOR318-AP1		MHOR318-AP2		MHOR318-AP3

		Contig2188_s_at		0		-0.09743881		0.3483591		0.09743929		0.83116627		0.38526487		0.5244551		0.51773167		0.53320026		0.66775274		-0.12906551		-0.32104397		0.14707804		-0.98315763		-1.0714374		-0.89266443		-1.2617097		-1.3079276		-1.1160522		1.0855265		0.26249504		1.0903425		0.61916876		0.96981144		0.6762204		1.1200476		0.6069193		0.59071636		-0.107834816		-0.7620311		-0.78730917		-1.224935		-1.2472882		-1.7198524		-1.9896536		-1.7531786		-1.5174994				phosphoethanolamine N-methyltransferase 2, putative (NMT2)		At1g48600.2     		13		0		amino acid metabolism.aspartate family.misc.homocysteine.synthesis				 phosphoethanolamine methyltransferase				phosphoethanolamine methyltransferase [Triticum aestivum]		AAL40895.1      				protein expressed protein		Os05g47540		CUST_7507_PI404877155		4.0405083		2.0145369		4.0405083		up

		Contig2189_at		0		-0.03268814		0.3176546		0.032689095		0.5634632		0.26889896		0.21757793		0.47394276		0.43250847		0.53766155		-0.20977116		-0.7557936		0.2504444		-0.94740677		-1.1955652		-0.765604		-0.99977684		-1.2476645		-1.0200901		0.89261246		0.21682072		1.1462765		0.4695673		0.8765907		0.43326283		1.0987864		0.3606615		0.51083755		-0.07731247		-0.8502989		-0.8065853		-1.5570478		-1.4697609		-1.4265013		-1.7743225		-1.7021627		-1.6006355		5.00E-19		phosphoethanolamine N-methyltransferase 2, putative (NMT2)		At1g48600.2     		13		0		amino acid metabolism.aspartate family.misc.homocysteine.synthesis				NONE		9.00E-26		phosphoethanolamine methyltransferase [Triticum aestivum]		AAL40895.1      		2.00E-24		protein expressed protein		Os05g47540		CUST_7512_PI404877155		3.78133		1.9188938		3.78133		up

		Contig2189_s_at		0		0.033343315		0.37853813		-0.033343315		0.673069		0.40966988		0.45619965		0.47173405		0.5551071		0.59152126		-0.2925415		-0.76044846		0.32724094		-0.9482336		-1.1139565		-0.7041216		-0.9457321		-1.0378256		-0.9846449		0.9454746		0.23786736		1.108345		0.48052597		0.89006805		0.49370003		1.0286856		0.38470936		0.4388981		-0.07639885		-0.83733845		-0.83476067		-1.7093449		-1.6102095		-1.4904385		-1.7263403		-1.62994		-1.6657782				phosphoethanolamine N-methyltransferase 2, putative (NMT2)		At1g48600.2     		13		0		amino acid metabolism.aspartate family.misc.homocysteine.synthesis				 phosphoethanolamine methyltransferase				phosphoethanolamine methyltransferase [Triticum aestivum]		AAL40895.1      				protein expressed protein		Os05g47540		CUST_7516_PI404877155		3.8753154		1.9543138		3.8753154		up

		Contig2191_at		0		0.013774872		0.3287201		-0.0137758255		0.7722225		0.3875456		0.46836185		0.4716692		0.6236105		0.5339613		-0.40617752		-0.71288776		0.46108532		-0.9907751		-1.1088505		-0.73418427		-0.99402714		-1.1021767		-1.0955572		0.97456646		0.16676426		1.1290321		0.4463148		0.8809929		0.47622967		1.0588942		0.36448288		0.5174494		-0.051033974		-0.87328434		-0.8605728		-1.6193781		-1.5920382		-1.4250536		-1.7036724		-1.6417456		-1.694582				phosphoethanolamine N-methyltransferase 2, putative (NMT2)		At1g48600.2     		13		0		amino acid metabolism.aspartate family.misc.homocysteine.synthesis				 phosphoethanolamine methyltransferase				phosphoethanolamine methyltransferase [Triticum aestivum]		AAL40895.1      				protein expressed protein		Os05g47540		CUST_7518_PI404877155		3.8418136		1.9417875		3.8418136		up

		35_17195		0		0.27297163		0.35040808		0.12619925		0.9172678		0.86039734		0.7545686		1.1197333		1.0599041		1.0641704		-1.2875152		-1.5806451		-1.915731		0.059182167		0.23949051		-0.37882614		0.44513607		0.2271285		0.36457014		-1.5988469		-1.2901983		-1.9410872		0.2913475		0.0047678947		-0.0047678947		-0.09878254		0.24346685		0.07961178		-2.9531705		-2.1943088		-2.9141197		-2.2861795		-1.8127689		-2.2683663		-1.4516344		-2.1924896		-1.4779363				CHR4|COORD:15985201..15991541| lysine-ketoglutarate reductase/saccharopine dehydrogenase bifunctional enzyme, identical to lysine-ketoglutarate reductase/saccha		AT4G33150.2		13		0		amino acid metabolism.degradation.aspartate family.lysine				 no descriptionhighly similar to ( 590)AT4G33150| Symbols: LKR/SDH, LKR, SDH | LKR (SACCHAROPINE DEHYDROGENASE) | chr4:15985482-15991072 REVERSEnot assigned Saccharop_dh LYS9 Saccharop_dh_N 				Cluster: Saccharopin dehydrogenase-like protein; n=1; Hordeum vulgare subsp. vulgare|Rep: Saccharopin dehydrogenase-like protein - Hordeum vulgare var.		UniRef90_Q8GTD2				CHR02V5|COORD:33260713..33247232|protein alpha-aminoadipic semialdehyde synthase, putative, expressed		LOC_Os02g54254.1		CUST_60324_PI403524517		3.2331553		1.6929427		3.2331553		up

		Contig7064_s_at		0		0.48881721		0.21659613		0.2428999		0.8980217		0.6495824		1.030868		0.9432659		0.7695489		1.3350544		-1.1068406		-2.1426296		-2.6966205		0.11830521		0.26578283		-0.79514074		0.36102772		0.54905653		0.5304508		-1.9530349		-0.96487427		-1.8090763		0.034614086		-0.23327732		-0.034614563		0.3835659		0.60259056		0.36388922		-4.4323807		-1.0605712		-2.8814912		-1.7306213		-1.138341		-2.1725712		-1.8791325		-2.1327643		-2.4407423				lysine-ketoglutarate reductase/saccharopine dehydrogenase bifunctional enzyme		At4g33150.1     		13		0		amino acid metabolism.degradation.aspartate family.lysine				lysine-ketoglutarate reductase/saccharopine dehydrogenase bifunctional enzyme, identical to lysine-ketoglutarate reductase/saccharopine dehydrogenase GI:2052508 from (Arabidopsis thaliana) or  lysine-ketoglutarate reductase/saccharopine dehydrogenase bifu				saccharopin dehydrogenase-like protein [Hordeum vulgare subsp. vulgare]		CAD48130.1      				protein Similar to saccharopin dehydrogenase-like protein		Os02g54250		CUST_13357_PI404877155		3.4978983		1.8064884		3.4978983		up

		35_49739		0		0.23680687		0.26140308		0.18912601		0.11450577		0.1732378		0.13411331		0.50249004		0.3467741		0.14792156		0.036972046		0.10942459		0.06847191		0.042821884		-0.07357979		-0.14799786		-0.1770258		-0.16087723		-0.197258		-0.08181		0.025531769		-0.056425095		0.022099495		-0.022100449		-0.04068756		0.22248554		0.20438099		0.32217598		-3.7791696		-7.076071		-4.8634605		-7.0339046		-7.0303535		-7.0524387		-7.0405416		-7.0610285		-7.072323		8.00E-15		CHR1V7|COORD:30049687..30050744| oxidoreductase family protein		AT1G79870.1		13		0		amino acid metabolism.degradation.serine-glycine-cysteine group.glycine				 no descriptionvery weakly similar to (75.9)AT1G79870| Symbols:  | oxidoreductase family protein | chr1:30049687-30050744 FORWARDnot assigned not assigned 2-Hacid_dh LdhA SerA 2-Hacid_dh_C PRK11790 PRK06487 		1.00E-21		Rep: B0616E02-H0507E05.10 protein - Oryza sativa (Rice)		UniRef90_Q01HW2		4.00E-23		CHR04V5|COORD:435380..433847|protein glyoxylate reductase, putative		LOC_Os04g01650.1		CUST_178823_PI403524517		91.24418		6.5116606		91.24418		up

		35_5682		0		-1.5436201		-0.8376818		-1.1541305		-1.8366351		-1.6587934		-1.1559029		-0.9747343		-0.9521799		-1.0036612		-3.568531		-4.428525		-3.0591917		-2.222982		-3.0333638		-0.16906929		-3.532926		-3.5605226		-3.3491979		0.32271767		1.1232281		0.6825094		0.8274746		0.51926994		0.7681017		0.933238		0.7962084		0.7469549		0.24110603		0.16906929		0.40299892		0.54742527		0.6092224		0.4356289		0.6825094		1.1642599		1.0142193		1.00E-14		CHR5V7|COORD:3441806..3443893| argininosuccinate lyase, putative / arginosuccinase, putative		AT5G10920.1		13		0		amino acid metabolism.synthesis.glutamate family.arginine.argininosuccinate lyase				 no descriptionvery weakly similar to (77.4)AT5G10920| Symbols:  | argininosuccinate lyase, putative / arginosuccinase, putative | chr5:3441806-3443893 FORWARDnot assigned PRK12308 PRK04833 		2.00E-16		Cluster: Argininosuccinate lyase, putative, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Argininosuccinate lyase, putative, expressed - Oryza sat		UniRef90_Q10MK5		8.00E-18		CHR03V5|COORD:10822061..10826494|protein argininosuccinate lyase, putative, expressed		LOC_Os03g19280.1		CUST_19609_PI403524517		3.378376		1.7563299		3.378376		up

		Contig10681_at		0		-0.017269135		0.28869724		0.017269135		0.54630184		0.3272791		0.22891712		0.8161354		0.54630184		0.2956562		0.47836304		-0.45790243		1.6171846		-0.6645365		-0.5815239		-1.1828365		-0.900795		-0.539381		-0.69640446		2.4655218		-0.12339401		2.135622		0.35464954		0.935688		0.4446907		0.93688107		0.7379799		0.878623		-0.4669299		-0.6334095		-0.92527246		-0.75553894		-0.80940056		-0.8009038		-0.92988014		-1.0069361		-1.2704167				D-3-phosphoglycerate dehydrogenase / 3-PGDH		At1g17745.1     		13		0		amino acid metabolism.synthesis.serine-glycine-cysteine group.serine				3-PHOSPHOGLYCERATE DEHYDROGENASE;D-3-phosphoglycerate dehydrogenase / 3-PGDH, identical to SP:O04130 or  similar to D-3-phosphoglycerate dehydrogenase, putative / 3-PGDH, putative [Arabidopsis thaliana] (TAIR:At3g19480.1); similar to D-3-phosphoglycerate				putative phosphoglycerate dehydrogenase [Oryza sativa (japonica cultivar-group)] dbj|BAD09817.1| putative phosphoglycerate dehydrogenase [Or		BAD09434.1      				protein D-3-phosphoglycerate dehydrogenase		Os08g34720		CUST_713_PI404877155		3.5267217		1.8183278		3.5267217		up

		35_18663		0		0.047435284		0.1943636		-0.01370573		0.23390865		0.013705254		0.031760216		0.68776894		0.37501335		0.33487034		0.542243		-0.43226004		1.6674261		-0.85977316		-0.78199863		-1.1294546		-0.74549294		-0.6971364		-0.92755604		2.6863966		-0.06929922		2.3735857		0.16216612		0.7394333		0.38780785		1.1266699		0.86510086		0.993927		-0.3188367		-0.6405587		-0.6952419		-1.0179367		-0.9876785		-0.8562641		-1.2131419		-1.3668633		-1.3218999				CHR1|COORD:6100957..6105258| similar to D-3-phosphoglycerate dehydrogenase, putative / 3-PGDH, putative [Arabidopsis thaliana] (TAIR:At3g19480.1);		AT1G17745.2		13		0		amino acid metabolism.synthesis.serine-glycine-cysteine group.serine.phosphoglycerate dehydrogenase				 no descriptionmoderately similar to ( 319)AT1G17745| Symbols: PGDH | PGDH (3-PHOSPHOGLYCERATE DEHYDROGENASE); phosphoglycerate dehydrogenase | chr1:6101150-6104972 FORWARDnot assigned not assigned ACT_3PGDH-xct ACT_3PGDH-like ACT_LSD 				Cluster: Putative phosphoglycerate dehydrogenase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphoglycerate dehydrogenase - Oryza sativa (japon		UniRef90_Q6ZAA5				CHR08V5|COORD:21690313..21685199|protein D-3-phosphoglycerate dehydrogenase, chloroplast precursor, putative, expressed		LOC_Os08g34720.1		CUST_65365_PI403524517		3.9038894		1.9649122		3.9038894		up

		35_2591		0		-0.039753914		0.15734196		0.124648094		0.05732727		0.04253578		0.029034615		0.09991932		0.0950346		-0.029035568		-0.53635406		-0.5556927		-0.22101688		-0.11066151		-0.04686737		-0.13696575		0.5717516		0.5811968		0.54112434		0.8135452		0.08288574		0.704834		0.05589962		0.15171337		-0.035143852		0.19204617		0.066640854		0.14422512		-0.3270502		-0.57715034		-0.4816656		-1.194603		-1.1428022		-1.1137829		-1.1507959		-1.3785543		-1.3682289		4.00E-16		CHR3V7|COORD:22821258..22821604| AGP20 (ARABINOGALACTAN PROTEIN 20)		AT3G61640.1		10		0		cell wall.cell wall proteins.AGPs				 no descriptionvery weakly similar to (64.7)AT2G46330| Symbols: ATAGP16, AGP16 | AGP16 (ARABINOGALACTAN PROTEIN 16) | chr2:19025803-19026181 REVERSEDUF1070 		1.00E-20		Cluster: Hypothetical protein P0006C08.11; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0006C08.11 - Oryza sativa (japonica cultivar-g		UniRef90_Q6ETY5		2.00E-28		CHR06V5|COORD:17983209..17986267|protein AGP16, putative, expressed		LOC_Os06g30920.1		CUST_9221_PI403524517		2.3171709		1.2123644		2.3171709		up

		35_14902		0		0.63864374		1.8213425		1.0914311		1.2707343		0.84717417		0.74450636		1.4009109		1.6460471		0.43729258		-0.7762613		-2.1508296		-0.9761925		-0.2642212		-1.0241714		-0.7057924		-0.61812663		0.2407279		0.030674934		1.0954604		0.61589575		1.9624004		1.5689282		1.7155399		0.4108882		-0.030674934		-0.56717753		-0.8041024		-0.26969194		-0.11347246		-0.11781263		-1.5418444		-0.72767544		-0.98577976		-2.9469268		0.5416775		-0.22087526		9.00E-05		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		10		0		cell wall.cell wall proteins.proline rich proteins				 no descriptionvery weakly similar to (55.5)AT4G38770| Symbols: ATPRP4, PRP4 | PRP4 (PROLINE-RICH PROTEIN 4) | chr4:18097003-18098442 REVERSEnot assigned not assigned DUF1210 PRK12323 				Rep: Proline-rich protein precursor - Zea mays (Maize)		UniRef90_Q9SBX4				CHR10V5|COORD:2998100..2996844|protein proline-rich protein, putative, expressed		LOC_Os10g05970.1		CUST_52294_PI403524517		3.4667556		1.7935861		3.4667556		up

		35_1537		0		2.0273724		2.0671473		1.8242149		-0.18630457		-0.26808262		0.29452562		-0.9712074		-0.124632835		-0.04563713		-1.2213168		-0.81208634		-0.3130312		-1.3068409		-0.94183517		-0.9018364		-0.14342213		-0.71940255		-0.77913356		1.5510397		3.246738		2.36689		2.2752275		2.0385218		1.775084		1.1828485		1.2509646		0.66318035		0.4452238		0.40999174		0.8864503		-0.047397137		0.045637608		0.09157276		-1.9135976		-0.6287255		-0.9469886				CHR4V7|COORD:10401952..10404259| xyloglucan:xyloglucosyl transferase, putative / xyloglucan endotransglycosylase, putative /		AT4G18990.1		10.7		0		cell wall.modification				 no descriptionmoderately similar to ( 306)AT1G14720| Symbols: EXGT-A2, XTR2 | XTR2 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE RELATED 2); hydrolase, acting on glycosyl bonds | chr1:5066801-5068461 REVERSEweakly similar to ( 168)XTH_TOBACProbable xyloglucan endotransglucosylase/hydrolase protein precursor - Nicotiana tabacum (Common tobacco)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GH16_XET Glyco_hydro_16 Glyco_hydrolase_16 GH16_GPI_glucanosyltransferase SKN1 PRK07003 GH16_lichenase Herpes_BLLF1 PRK12323 TT_ORF1 Atrophin-1 PRK07764 DUF1777 DUF566 PRK08770 HPC2 Protamine_P1 				Cluster: Putative endoxyloglucan transferase; n=2; Oryza sativa|Rep: Putative endoxyloglucan transferase - Oryza sativa (Rice)		UniRef90_Q8VWG5				CHR10V5|COORD:22682117..22678850|protein xyloglucan endotransglucosylase/hydrolase protein 30 precursor, putative, expressed		LOC_Os10g42670.1		CUST_5567_PI403524517		4.002566		2.000925		4.002566		up

		35_42654		0		-0.007727623		0.5044055		0.76432896		0.6403303		0.42080927		0.61173534		0.97196245		1.0526695		-0.79060125		-0.81547165		-0.7826705		-0.8380885		-1.0874128		-1.0310073		-1.1658316		-1.0345607		-1.0902739		0.050844193		0.49862766		0.75751114		0.6996107		1.1286097		1.086194		0.952651		0.007727623		-0.09749317		0.15266323		0.060696602		-0.20700073		0.23848104		-0.0398736		-0.26365185		-0.34972668		-0.45803595		-0.4789257		-0.7750039		6.00E-13		CHR2V7|COORD:6885226..6887825| SQN (SQUINT)		AT2G15790.1		31.3		0		cell.cycle				 no descriptionvery weakly similar to (70.5)AT2G15790| Symbols: CYP40, SQN | SQN (SQUINT) | chr2:6885226-6887825 REVERSEnot assigned not assigned 		4.00E-26		Cluster: Putative cyclophilin-40; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cyclophilin-40 - Oryza sativa (japonica cultivar-group)		UniRef90_Q69TG8		2.00E-27		CHR06V5|COORD:5938646..5932790|protein peptidyl-prolyl cis-trans isomerase CYP40, putative, expressed		LOC_Os06g11320.2		CUST_152613_PI403524517		2.5125527		1.3291539		2.5125527		up

		35_14253		0		-8.396822		-8.8405485		-8.440113		-8.702357		-8.790136		-8.84358		-4.8244023		-8.284166		-8.684295		-8.749738		-5.2791543		-8.419378		-2.1739883		-8.720482		-0.028274536		-8.278916		-8.740509		-8.842548		2.4599752		1.814353		2.1467667		1.7395115		1.6694975		1.5070868		1.4856281		1.4112158		1.5525436		1.7904797		1.7310152		1.6244745		0.061113358		0.057079315		0.16401196		0.06772041		0.1059103		0.02827549				CHR3V7|COORD:20817966..20818496| ROC2 (rotamase CyP 2); peptidyl-prolyl cis-trans isomerase		AT3G56070.1		31		0		cell.cycle.peptidylprolyl isomerase				 no descriptionmoderately similar to ( 253)AT3G56070| Symbols: ROC2 | ROC2 (rotamase CyP 2) | chr3:20817966-20818496 REVERSEmoderately similar to ( 253)CYPH_CATROPeptidyl-prolyl cis-trans isomerase - Catharanthus roseus (Rosy periwinkle) (Madagascar periwinkle)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned cyclophilin_ABH_like Pro_isomerase cyclophilin PpiB cyclophilin_SpCYP2_like cyclophilin_WD40 cyclophilin_RING Cyclophilin_PPIL3_like cyclophilin_CeCYP16-like cyclophilin_RRM cyclophilin_EcCYP_like PRK10903 TT_ORF1 PRK10791 PRK07003 PRK12323 PRK07764 cyclophilin_TLP40_like Herpes_UL32 DUF566 				Rep: Cyclophilin 1 - Oryza sativa (Rice)		UniRef90_Q40672				CHR09V5|COORD:22809423..22810520|protein peptidyl-prolyl cis-trans isomerase CYP19-3, putative, expressed		LOC_Os09g39780.2		CUST_49925_PI403524517		2.1863127		1.1284997		2.1863127		up

		35_37618		0		1.0022173		0.857903		0.8778801		1.0572462		0.97626257		1.084784		1.1195488		1.387608		-0.14370346		-0.9718628		-1.3143921		-1.195951		-0.83157873		-1.1044798		-1.3070536		0.292284		0.54093504		0.24980164		0.64633846		0.87717295		0.92750835		1.1056414		1.072557		0.8444319		-0.26314974		-0.66101503		-0.19046593		-0.9760065		-1.2641892		-1.1549072		-0.62388134		-1.4592221		-1.2727833		-0.9401202		0.14370346		-1.185473		3.00E-33		CHR3V7|COORD:18634362..18639766| KICP-02; microtubule motor		AT3G50240.1		31.1		0		cell.organisation				 no descriptionweakly similar to ( 132)AT5G47820| Symbols: FRA1 | FRA1 (FRAGILE FIBER 1); microtubule motor | chr5:19383731-19389455 FORWARDnot assigned not assigned KISc_KIF4 KISc Kinesin KISc KISc_KHC_KIF5 KISc_KIF3 		1.00E-29		Rep: Kinesin-like protein - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_Q8GS71		5.00E-34		CHR09V5|COORD:1157082..1166873|protein chromosome-associated kinesin KLP1, putative, expressed		LOC_Os09g02650.1		CUST_134042_PI403524517		2.9084027		1.540227		2.9084027		up

		35_416		0		0.20576096		-0.058317184		0.15273952		0.19131851		0.37132072		0.35433292		0.18432331		0.058317184		0.13788319		-0.72417736		-0.86868954		-0.15122032		-1.4535227		-1.4257116		-1.5093412		-1.9024878		-1.9728708		-1.9497061		1.0016727		0.13642788		1.185483		-0.5892248		-0.21484566		-0.70205975		-0.5434408		-0.8403673		-0.7525883		0.06201172		-0.53520584		-0.39309406		0.16657352		0.25743008		0.2544365		0.24744892		0.099030495		0.22781467				CHR5V7|COORD:22263860..22265117| THI1 (THIAZOLE REQUIRING)		AT5G54770.1		18.2		0		Co-factor and vitamine metabolism.thiamine				 no descriptionhighly similar to ( 509)AT5G54770| Symbols: TZ, THI1 | THI1 (THIAZOLE REQUIRING) | chr5:22263860-22265117 FORWARDhighly similar to ( 566)THI42_MAIZEThiazole biosynthetic enzyme 1-2, chloroplast precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Thi4 THI4 PRK04176 Atrophin-1 PRK07003 Herpes_BLLF1 PRK07764 PRK12323 HPC2 APC_basic Extensin_2 DUF1421 Tymo_45kd_70kd AF-4 PRK12678 GRASP55_65 FixC PRK05648 Herpes_UL32 DUF566 Herpes_TAF50 KAR9 TT_ORF1 Pneumo_att_G UbiH DUF1509 Drf_FH1 				Cluster: Thiamine biosynthetic enzyme; n=4; Oryza sativa|Rep: Thiamine biosynthetic enzyme - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XXS4				CHR07V5|COORD:20722885..20724404|protein thiazole biosynthetic enzyme 1-1, chloroplast precursor, putative, expressed		LOC_Os07g34570.1		CUST_1574_PI403524517		2.8405225		1.5061563		2.8405225		up

		35_6719		0		0.82963085		0.65653706		0.9917183		0.5362711		0.63475513		0.37973213		0.41170025		0.2900896		0.2702713		-0.43295288		-0.55844784		-0.35184765		-0.44578362		-0.6016159		-0.66202545		-0.64796734		-0.5835533		-0.7392874		1.6788778		1.1685238		1.5146742		-0.07380581		-0.20675468		-0.36390495		0.2026186		-0.44165516		-0.65841484		0.3540783		-0.41334534		-0.533761		-0.105480194		0.004971504		-0.004971504		0.42328548		0.19802189		0.29362297				CHR2V7|COORD:16382133..16383741| PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir		AT2G39220.1		33.1		0		development.storage proteins				 no descriptionweakly similar to ( 141)AT2G39220| Symbols: PLP6, PLA IIB | PLA IIB/PLP6 (Patatin-like protein 6); nutrient reservoir | chr2:16382133-16383741 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 Tymo_45kd_70kd Atrophin-1 PRK07764 TT_ORF1 PRK07003 Gag_spuma DUF1777 				Cluster: Patatin-like phospholipase domain containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Patatin-like phospholipase domain containin		UniRef90_Q653V2				CHR06V5|COORD:28109953..28108238|protein patatin-like phospholipase family protein, expressed		LOC_Os06g46350.1		CUST_23109_PI403524517		2.1641471		1.1137986		2.1641471		up

		Contig15718_at		0		0.57760525		0.46954918		0.7142792		0.27867603		0.42378902		0.14447594		0.16028786		0.18638706		-0.009853363		-0.60818386		-0.7205286		-0.6768637		-0.6464081		-0.8360529		-0.8743763		-0.8688154		-0.8360529		-0.92143345		1.5896387		1.2338772		1.4944038		0.16775799		-0.0736227		-0.31173992		0.07265091		-0.51517105		-0.71377754		0.3540535		-0.5145817		-0.67448807		-0.25662708		0.009854317		-0.036240578		0.36406517		0.116716385		0.13761997		4.00E-28		patatin family protein		At2g39220.1     		33.1		0		development.storage proteins				NONE		2.00E-32		putative lipid acyl hydrolase [Oryza sativa] gb|AAK72885.1| putative lipid acyl hydrolase [Oryza sativa]		NP_909908.1     				protein Patatin-like phospholipase, putative		Os06g46350		CUST_4607_PI404877155		2.1491525		1.1037679		2.1491525		up

		35_1366		0		0.1654787		0.5609226		0.7933502		0.40765667		0.65824986		0.40299416		0.44359303		0.48960018		0.49715328		-0.059966087		0.12835121		0.021511078		-1.0941687		-1.1598864		-0.9634342		-0.59734726		-0.5194721		-0.6022291		0.37181377		0.13591003		0.3102045		-0.13591194		0.44236755		-0.2983055		-0.021511078		-0.47992325		-0.4312353		1.2900515		1.1606665		0.4940691		-0.105293274		-0.20596218		-0.22906876		-0.36864948		-0.3921442		-0.31353188		8.00E-12		CHR5V7|COORD:19134070..19134866| senescence-associated protein-related		AT5G47060.1		33.99		0		development.unspecified				 no descriptionvery weakly similar to (65.5)AT5G47060| Symbols:  | senescence-associated protein-related | chr5:19134070-19134866 FORWARDDUF581 		6.00E-31		Rep: H0307D04.12 protein - Oryza sativa (Rice)		UniRef90_Q01K54		2.00E-29		CHR04V5|COORD:29406044..29405065|protein expressed protein		LOC_Os04g49680.1		CUST_4953_PI403524517		2.0413387		1.0295156		2.0413387		up

		35_1371		0		0.5668907		1.0460215		1.037324		0.77350426		0.91910315		0.7283368		-0.047020435		0.6113391		0.828392		-0.031166553		-0.9235821		-3.51E-04		-0.75362825		-0.468369		-0.5652604		-0.70969105		-0.6854248		-0.49964046		0.9159155		0.12703705		1.419919		0.57227373		1.1006455		3.51E-04		0.3786335		-0.06278038		-0.31017494		0.10175991		1.8594136		1.2832632		-0.93538713		-0.318326		-1.4711647		-0.43756437		-1.1664023		-1.8371108		1.00E-12		CHR4V7|COORD:9833961..9834676| senescence-associated protein-related		AT4G17670.1		33.99		0		development.unspecified				 no descriptionvery weakly similar to (66.2)AT4G17670| Symbols:  | senescence-associated protein-related | chr4:9833961-9834676 REVERSEDUF581 		1.00E-30		Rep: H0307D04.13 protein - Oryza sativa (Rice)		UniRef90_Q01K53		6.00E-32		CHR04V5|COORD:29406044..29405065|protein expressed protein		LOC_Os04g49680.1		CUST_4974_PI403524517		2.3512776		1.2334449		2.3512776		up

		35_20834		0		-0.18922186		-2.0743623		0.18922186		1.0479574		1.2644253		1.2568398		2.753252		2.0782175		1.7325354		-4.647914		-4.1442046		-3.7155993		-2.1503963		-2.2174764		-2.4049335		-1.8707876		-1.7581663		-1.8280692		-0.7373662		-0.7402835		-4.5519037		-0.55901146		-0.5273814		-0.51915836		0.93902206		0.86856365		0.629354		-0.2398777		3.7718935		2.7220354		3.6918802		4.418256		3.779045		4.4787073		4.1904163		4.1901608		2.00E-37		CHR4V7|COORD:16945078..16945988| SEN1 (DARK INDUCIBLE 1)		AT4G35770.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 135)AT4G35770| Symbols: SEN1, ATSEN1, DIN1 | SEN1 (DARK INDUCIBLE 1) | chr4:16945078-16945969 FORWARDweakly similar to ( 135)DIN1_RAPSASenescence-associated protein DIN1 - Raphanus sativus (Radish)not assigned RHOD RHOD PRK08762 RHOD_1 PspE Rhodanese RHOD_Pyr_redox GlpE_ST PRK11784 RHOD_HSP67B2 PRK05597 				Rep: Senescence-associated protein - Triticum aestivum (Wheat)		UniRef90_Q2TN72				CHR06V5|COORD:30825116..30822444|protein senescence-associated protein DIN1, putative, expressed		LOC_Os06g50930.1		CUST_72687_PI403524517		12.501641		3.6440456		12.501641		up

		35_24561		0		0.09542608		0.011569977		-0.13086319		-0.011570454		-0.026177883		0.5147705		0.35778952		-0.19987965		0.22217703		-0.5998244		-0.62286234		-1.0646901		0.55578613		0.69108486		0.98780775		1.48944		1.522543		1.4511995		-0.11970854		0.12182236		-0.40517235		0.55216646		0.1538682		0.17975903		1.0408511		0.6586814		1.3046064		-1.174418		-0.9050422		-0.5523014		-0.36823893		-0.6303792		-0.63479185		-0.879446		-1.086359		-1.0980673		2.00E-18		CHR2V7|COORD:17833404..17834503| PDF1 (PROTODERMAL FACTOR 1)		AT2G42840.1		33.99		0		development.unspecified				 no descriptionvery weakly similar to (80.5)AT2G42840| Symbols: PDF1 | PDF1 (PROTODERMAL FACTOR 1) | chr2:17833404-17834503 REVERSE		2.00E-33		Cluster: Os01g0726700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0726700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JJP4		7.00E-35		CHR01V5|COORD:30620790..30623421|protein DNA-directed RNA polymerase II largest subunit, putative, expressed		LOC_Os01g52690.1		CUST_85759_PI403524517		2.3002148		1.2017686		2.3002148		up

		35_25497		0		1.5363178		1.037899		0.87350845		1.0271764		1.2848086		1.5957513		1.3475132		1.6551471		0.37279606		-1.0717559		-1.2083154		-2.258158		-0.28652716		-0.45220184		-0.17766094		-0.44671917		-0.65813017		0.33222198		0.6531868		0.84203005		0.8808861		0.9961438		1.6011019		0.8636923		-0.76883984		-0.011213779		0.011213303		-0.50688267		-1.2425919		-0.95245695		-1.4295707		-1.950706		-0.41946268		-0.11835623		0.47722673		-0.2128272				CHR1V7|COORD:7404453..7405055| nodulin, putative		AT1G21140.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 131)AT1G76800| Symbols:  | nodulin, putative | chr1:28834239-28834829 FORWARDweakly similar to ( 118)NO21_SOYBNNodulin 21 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Nodulin-21 Nodulin-21_like_1 DUF125 Nodulin-21_like_2 CCC1_like COG1814 Ferritin_CCC1_C PRK12323 PRK12678 PRK07003 DUF1509 				Rep: H0701F11.2 protein - Oryza sativa (Rice)		UniRef90_Q259L4				CHR04V5|COORD:34892391..34893438|protein integral membrane protein, expressed		LOC_Os04g59020.1		CUST_89125_PI403524517		3.691585		1.8842404		3.691585		up

		35_8484		0		0.8164816		1.0190158		1.2127829		1.5490146		1.2621565		1.4136591		1.3709188		1.4601684		-0.2078991		-0.8147745		-0.24383926		-0.5968957		0.043138504		-1.2073317		-1.6118653		-0.6107278		-0.5867491		0.72418594		0.72059107		1.0055871		0.91779757		1.7817011		1.7304659		1.5860252		-0.058226585		0.11421108		0.20679045		-0.8290186		-0.33543682		-0.043138027		-0.46465683		-0.530283		-0.6164985		-0.7504544		-0.15604591		-1.241894		3.00E-35		CHR5V7|COORD:4181334..4183174| nodulin MtN3 family protein		AT5G13170.1		33.99		0		development.unspecified				 no descriptionweakly similar to ( 144)AT5G13170| Symbols:  | nodulin MtN3 family protein | chr5:4181334-4183174 REVERSEnot assigned MtN3_slv 				Cluster: Putative nodulin 3; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative nodulin 3 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6K602				CHR02V5|COORD:18451267..18448535|protein MTN3, putative, expressed		LOC_Os02g30910.1		CUST_29357_PI403524517		3.1265533		1.6445731		3.1265533		up

		35_19358		0		-0.33725643		-0.638237		-0.48120117		0.5781126		0.039683342		0.2267065		1.0176649		0.46646786		0.6267128		-0.5021		-0.83424616		-1.0516152		-0.8154192		-0.93532515		-0.90012264		-1.1442137		-1.3587141		-1.2235751		-1.0630679		-0.9381833		-1.6095204		0.4849615		0.4006195		0.5081301		0.7243128		0.64094543		0.42911243		-0.11467075		-0.21203041		-0.039683342		0.6361809		0.744709		0.56602955		0.80082417		0.72538567		0.649457				CHR2V7|COORD:10161062..10162680| HNH endonuclease domain-containing protein		AT2G23840.1		28.1		0		DNA.synthesis/chromatin structure				 no descriptionmoderately similar to ( 290)AT2G23840| Symbols:  | HNH endonuclease domain-containing protein | chr2:10161062-10162680 REVERSEMcrA HNHc HNH HNHc 				Cluster: Hypothetical protein OSJNBa0050F10.26; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0050F10.26 - Oryza sativa (japonica		UniRef90_Q69LD1				CHR07V5|COORD:3722746..3724792|protein endonuclease/ nucleic acid binding protein, putative, expressed		LOC_Os07g07480.1		CUST_67758_PI403524517		2.2044866		1.1404427		2.2044866		up

		35_26540		0		0.0994463		0.03903675		0.0557456		-0.47686768		-0.6560583		-0.44490623		-0.6847782		-1.2131121		-0.5837102		1.8831868		0.42893124		-0.22206497		-0.32074165		-0.2636943		-0.69380116		-0.7405119		-0.30149698		0.006032467		1.7049623		1.5168571		2.0454679		0.95821524		0.8102336		0.96967745		1.2291121		1.7262549		1.3488779		0.3246255		1.3467412		0.32328463		-0.22371721		-0.24957705		-0.00603199		-0.04935026		-1.1647618		-1.7538791		3.00E-40		CHR4V7|COORD:16752641..16753971| cyclase family protein		AT4G35220.1		28.99		0		DNA.unspecified				 no descriptionweakly similar to ( 118)AT4G35220| Symbols:  | cyclase family protein | chr4:16752641-16753971 FORWARD				Cluster: Metal-dependent hydrolase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Metal-dependent hydrolase-like protein - Oryza sativa (japonic		UniRef90_Q6ZIF9		3.00E-36		CHR02V5|COORD:4831143..4835208|protein cyclase, putative, expressed		LOC_Os02g09420.1		CUST_92824_PI403524517		2.886152		1.5291473		2.886152		up

		35_14795		0		-0.891016		-0.7980008		-0.55539846		-0.23721504		-0.40452194		-0.51845026		0.19466162		-0.04185772		-1.5368505		-1.890305		-1.5259643		-2.3743277		-1.7690353		-1.6653593		-1.2159457		-1.7156119		-1.986424		-0.8631482		0.8306422		1.0438018		1.0005865		1.4267817		1.525991		0.9974332		1.1103272		0.86640596		1.0477786		1.3844299		1.2999411		1.3182926		0.74717855		0.4219184		0.20808554		0.052973747		-0.3080082		0.04185772		2.00E-33		CHR2V7|COORD:16786870..16787245| ATEM6 (ARABIDOPSIS EARLY METHIONINE-LABELLED 6)		AT2G40170.1		17		0		hormone metabolism.abscisic acid.induced-regulated-responsive-activated				 no descriptionweakly similar to ( 128)AT2G40170| Symbols: GEA6, ATEM6 | ATEM6 (ARABIDOPSIS EARLY METHIONINE-LABELLED 6) | chr2:16786870-16787245 REVERSEweakly similar to ( 170)EM2_WHEATEm protein CS41 - Triticum aestivum (Wheat)LEA_5 DM6 		4.20E-45		Rep: Em protein CS41 - Triticum aestivum (Wheat)		UniRef90_P22701		2.00E-40		CHR05V5|COORD:16441351..16440429|protein embryonic abundant protein 1, putative, expressed		LOC_Os05g28210.1		CUST_25145_PI399408534		2.1966038		1.1352746		2.1966038		up

		Contig1834_at		0		-0.6260853		-0.46705484		-0.26462793		0.28172684		-1.8462071		-0.028437138		0.43868876		0.27826166		-1.7974877		-1.9268174		-2.0731595		-1.9767685		-1.2241921		-2.1852522		-1.4696836		-1.4667974		-0.4629984		-0.80841017		0.28622246		0.7736106		0.50306416		1.1641207		0.046673298		0.7314315		0.5528841		0.35029268		0.44566154		0.82663774		0.545949		0.70178986		0.062459946		0.028437614		0.20913792		-0.81894016		-0.29313564		-1.0567546		2.00E-33		Em-like protein GEA6 (EM6)		At2g40170.1     		17		0		hormone metabolism.abscisic acid.induced-regulated-responsive-activated				NONE		1.40E-45		EM PROTEIN CS41 pir||VUWTEM embryonic abundant protein Em - wheat emb|CAA36323.1| Em [Triticum aestivum]		P22701          		2.00E-40		protein embryonic abundant protein 1		Os05g28210		CUST_6072_PI404877155		2.088605		1.0625396		2.088605		up

		Contig8149_at		0		0.33491993		-0.13696098		-0.037615776		-0.05089283		0.19466591		-0.027973175		0.17729092		0.2907524		0.35975838		-1.6442094		-1.2039919		-1.3518419		0.5415096		0.4731741		1.4797888		2.508132		2.4427824		2.3646765		0.99104977		0.03419113		0.58975697		-0.115740776		0.21831131		0.027973175		0.36495018		-0.085656166		0.16613007		-0.46567822		-0.21677017		-1.7152019		-1.0654097		-1.3287902		-0.8463106		-0.9884987		-1.1775751		-0.80005264		1.00E-40		ABA-responsive protein (HVA22e)		At5g50720.1     		17		0		hormone metabolism.abscisic acid.induced-regulated-responsive-activated				abscisic acid-induced protein HVA22 - barley				abscisic acid-induced protein HVA22 - barley sp|Q07764|HA22_HORVU HVA22 protein gb|AAA16094.1| A22		A48892          		9.80E-45		protein abscisic acid-induced-like protein		Os11g30500		CUST_14311_PI404877155		2.296557		1.1994725		2.296557		up

		35_16099		0		-0.25469637		-0.4689784		0.2108655		0.11713219		-0.03227806		-0.02594614		0.055068016		0.16779804		0.09977484		0.2331748		-1.0634646		0.7761183		-0.11992645		0.0020427704		-0.27342987		0.22468996		-0.16448545		-0.0020432472		5.2433376		0.81743956		4.898494		0.026632309		0.5877414		0.11639309		0.55502605		0.9101348		0.8024812		-0.08304834		-0.8610091		-0.7543049		-0.8474674		-0.69709635		-0.7404671		-0.9533682		-1.0008516		-0.9604449		5.00E-29		CHR4V7|COORD:14323671..14325219| PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor		AT4G29080.1		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				 no descriptionweakly similar to ( 109)AT4G29080| Symbols: IAA27, PAP2 | PAP2 (PHYTOCHROME-ASSOCIATED PROTEIN 2); transcription factor | chr4:14323671-14325219 REVERSEweakly similar to ( 164)IAA14_ORYSAnot assigned not assigned not assigned not assigned AUX_IAA TT_ORF1 PRK07003 PRK12323 				Rep: Auxin-responsive protein IAA14 - Oryza sativa (Rice)		UniRef90_Q7Y1H8				CHR03V5|COORD:33186252..33184945|protein OsIAA14 - Auxin-responsive Aux/IAA gene family member, expressed		LOC_Os03g58350.1		CUST_14311_PI399408534		4.984		2.3173041		4.984		up

		35_20950		0		0.46022987		-0.020553589		-0.020354748		-0.0073099136		0.057190895		-0.2635603		0.0073103905		-0.3774619		-0.03531599		0.45384026		0.36453915		0.71655273		0.20577383		0.15277529		0.05343008		0.09531689		0.18065453		0.15321493		0.4442854		0.7035742		0.58971596		-0.28483915		-0.33188295		-0.63492346		0.54002094		0.6521559		0.4046831		-2.7445736		-4.0719943		-2.8461068		-4.0672913		-4.0652995		-4.057343		-4.051467		-4.05937		-4.04916				CHR1V7|COORD:4802927..4805108| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica		AT1G14020.1		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				 no descriptionmoderately similar to ( 292)AT1G14020| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G03280.1); similar to Os03g0169000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001049097.1); similar to hypothetical protein [Cleome spinosa] (GB:ABD96844.1); contains InterPro domain Protein of unknown function DUF246, plant; (InterPro:IPR004348) | chr1:4802927-4805108 FORWARDDUF246 				Cluster: P0028E10.21 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.21 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q9AS71				CHR01V5|COORD:3508637..3512704|protein axi 1 protein, putative, expressed		LOC_Os01g07410.1		CUST_3543_PI399408534		16.117987		4.0105996		16.117987		up

		35_3905		0		1.2658892		1.263732		1.3426018		1.0071507		0.9701624		0.72754526		0.592227		0.8473363		0.12092352		-0.024246693		-0.0937376		0.024246693		-0.2863021		-0.19542503		-0.13078499		-0.19279385		-0.043833256		-0.2893386		-0.14506292		0.72630453		0.3907628		1.054102		0.8303199		0.85425377		0.21538591		0.5721307		0.5152807		-0.13744879		-0.38031387		-0.66677713		-1.2043295		-1.0521169		-0.8751192		-0.8480506		-0.6941395		-0.83076143				CHR3V7|COORD:8089074..8090282| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43830.1); similar to aluminum-induced protein-like protein		AT3G22850.1		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				 no descriptionmoderately similar to ( 318)AT3G22850| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G43830.1); similar to aluminum-induced protein-like protein [Thellun (GB:AAM19711.1); contains domain ASPARAGINE SYNTHETASE (PTHR11772); contains domain no description (G3D.3.60.20.10); contains domain N-terminal nucleophile aminohydrolases (Ntn hydrolases) (SSF56235) | chr3:8089074-8090282 FORWARDweakly similar to ( 118)TSJT1_TOBACStem-specific protein TSJT1 - Nicotiana tabacum (Common tobacco)not assigned Wali7 Gn_AT_II asnB AsnB 				Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6F390				CHR03V5|COORD:33049599..33057252|protein stem-specific protein TSJT1, putative, expressed		LOC_Os03g58170.1		CUST_12785_PI399408534		2.0577774		1.0410869		2.0577774		up

		Contig13285_at		0		0.08070707		0.030343533		0.095491886		-0.095641136		-0.06489897		-0.23951435		0.0015535355		0.1548953		0.07327032		0.08974981		-0.035681725		0.15286207		0.287405		0.15810156		0.010903358		0.06907368		-0.13903236		0.036485672		-0.06664181		0.11143303		-0.015340328		-0.0015535355		-0.19221163		0.022027493		0.22184801		0.27136183		0.3581829		-2.9552894		-4.7964325		-3.4390206		-6.014336		-5.025487		-6.090151		-6.055028		-6.0959706		-5.7481303				expressed protein		At1g14020.1     		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				NONE				Putative growth regulator protein [Oryza sativa (japonica cultivar-group)] gb|AAN65001.1| Putative growth regulator protein [Oryza sativa (j		NP_912425.1     				protein Plant protein family, putative		Os01g07410		CUST_2887_PI404877155		37.125225		5.214328		37.125225		up

		Contig8642_at		0		-0.15641546		-0.3408575		0.17904902		0.20336199		-0.070218086		-0.046528816		-0.14436722		0.23490524		0.13324165		0.28226233		-0.93402576		0.75464916		-0.22070217		0.028914452		-0.1656537		0.35488987		0.19820213		0.21649742		5.2470407		0.8993554		4.800769		0.010031223		0.4233961		-0.06790924		0.42951727		0.79200125		0.7984791		-0.010030746		-0.87418604		-0.78665066		-1.069541		-0.66751957		-0.6642704		-1.0401559		-1.0523081		-0.9827132		5.00E-29		auxin-responsive AUX/IAA family protein		At4g29080.1     		17		0		hormone metabolism.auxin.induced-regulated-responsive-activated				putative auxin-induced protein				putative auxin-induced protein [Oryza sativa (japonica cultivar-group)] gb|AAP44680.1| putative auxin-induced protein [Oryza sativa (japonic		NP_909949.1     				protein putative auxin-induced protein		Os03g58350		CUST_14823_PI404877155		4.8418617		2.2755618		4.8418617		up

		Contig9300_at		0		-0.23138428		3.08E-04		-0.11410236		0.6417494		0.8402109		0.76164436		0.64606		0.6737623		0.81634426		-1.0847702		-0.9402008		-0.8906479		-0.5539446		-0.58141136		-0.8317232		-0.7045994		-0.8296728		-0.79856205		0.25652218		0.2705412		0.2045641		0.23555374		0.4389124		0.31093216		0.33143616		0.40539646		0.6171894		-0.8216562		-0.98084354		-0.3971777		-0.2968464		-0.15580273		-0.31292915		-3.07E-04		0.11211586		0.10009289				histidine kinase (AHK4) (WOL)		At2g01830.2     		17		0		hormone metabolism.cytokinin.signal transduction				putative histidine kinase				putative histidine kinase [Oryza sativa (japonica cultivar-group)]		AAO38834.1      				protein putative histidine kinase		Os03g50860		CUST_15422_PI404877155		2.378437		1.2500138		2.378437		up

		EBro03_SQ004_E10_at		0		0.27253628		0.5582237		0.7919445		0.2064724		0.41999435		0.42812252		-0.41325283		-0.0017147064		0.018004417		-0.87128687		-0.71133995		0.16993141		-0.2218895		-0.22027397		0.11013889		0.053250313		-0.102767944		0.0017147064		1.249711		1.1496153		1.5429878		0.85517025		0.91378784		0.63625526		0.40957832		-0.44797325		-0.4927063		-0.32506657		-0.33462906		-0.027700424		-0.6705122		-0.61241245		-0.5531616		-0.31177425		-0.7317581		-0.6172886		6.00E-10		1-aminocyclopropane-1- carboxylate oxidase / ACC oxidase / ethylene-forming enzyme (ACO) (EAT1)		At1g05010.1     		17		0		hormone metabolism.ethylene.synthesis-degradation				NONE		6.00E-13		1-aminocyclopropane-1-carboxylate oxidase [Phyllostachys edulis]		BAB32502.1      		7.00E-16		protein 1-aminocyclopropane-1-carboxylate oxidase 1 (ec 1.14.17.4) (accoxidase 1) (ethylene-form		Os09g27820		CUST_16273_PI404877155		2.1602407		1.1111921		2.1602407		up

		Contig2899_at		0		0.6775503		0.9898863		0.94019127		1.4083157		1.5077543		1.2603788		2.3216743		1.9602699		1.9721603		-0.15365314		0.39749908		0.43080044		-0.18748379		-0.58467865		-0.64625645		-0.06675148		-0.017418861		0.012224197		-0.4706421		-0.75900555		-0.4663906		-0.012225151		0.80698776		-0.08882713		0.98549175		0.16020393		0.3997774		0.05820656		0.5784445		-0.9191704		-1.4153476		-1.6105537		-1.1654215		-1.2604895		-1.1453829		-0.96426105				0		0		17.7		0		hormone metabolism.jasmonate				NONE				jasmonate induced protein - barley emb|CAA58110.1| jasmonate induced protein [Hordeum vulgare subsp. vulgare]		S58215          		1.00E-40		protein hypothetical protein		Os04g24460		CUST_9102_PI404877155		2.9065793		1.5393223		2.9065793		up

		Contig2899_s_at		0		0.54953766		0.7793436		0.88231564		1.4215946		1.5935745		1.503005		2.228325		1.8771257		1.930646		-0.3586235		0.270442		0.16390419		-0.07251835		-0.28267384		-0.35699844		0.08040047		-0.03592968		-0.009616852		-0.91848564		-0.56175137		-0.6115732		0.099536896		0.5720053		-0.15131855		0.9727993		0.04361248		0.32331657		0.0096178055		-0.37204742		-0.9624014		-1.4308615		-1.7764149		-1.3501749		-1.2401114		-1.2321672		-1.3029766				0		0		17.7		0		hormone metabolism.jasmonate				NONE				jasmonate induced protein - barley emb|CAA58110.1| jasmonate induced protein [Hordeum vulgare subsp. vulgare]		S58215          		1.00E-40		protein hypothetical protein		Os04g24460		CUST_9105_PI404877155		2.7996204		1.4852313		2.7996204		up

		Contig2905_at		0		-0.77750635		-0.5168996		-0.3959942		-0.288064		0.017557144		-0.20907736		0.79209995		0.3343134		0.13792229		-1.0070076		-0.40354776		-0.25860643		-1.7820058		-2.2053928		-1.6494403		-1.726203		-1.7783165		-2.081318		0.9241133		1.064806		0.8989763		1.0308962		1.3468733		1.0379057		1.2759476		0.8846302		1.1269608		1.0860701		0.9225445		0.5990019		0.3260002		0.25099182		-0.12595797		-0.017557144		-0.15647507		-0.19231987				0		0		17.7		0		hormone metabolism.jasmonate				NONE				0		0				0		0		CUST_9113_PI404877155		2.5171633		1.3317988		2.5171633		up

		Contig1679_s_at		0		-0.41716194		0.12189102		0.040395737		0.0627861		0.4271021		-0.040395737		1.3607817		0.9064083		0.5555477		-1.1919813		-0.44128513		-0.18741322		-1.4703159		-1.9034824		-1.7030001		-1.3199263		-1.2931423		-1.2717705		0.21825027		0.7507982		0.6988907		0.57974243		1.0185728		0.6753273		1.0124149		0.3881054		0.46745586		0.46025467		0.31510258		-0.16337776		-1.2474432		-1.231884		-1.3477354		-1.3033047		-0.89641476		-0.88460636				0		0		17		0		hormone metabolism.jasmonate.induced-regulated-responsive-activated				 jasmonate-induced protein 1 - barley				23 KD JASMONATE-INDUCED PROTEIN pir||S22514 jasmonate-induced protein 1 - barley		P32024          		5.00E-31		protein expressed protein		Os04g24320		CUST_5245_PI404877155		2.8944654		1.533297		2.8944654		up

		Contig2900_at		0		-0.49461365		-0.18822098		-0.014828682		0.06623936		0.27920532		0.014828682		0.86271286		0.5765772		0.32469654		-1.3087645		-0.33182812		-0.4641571		-1.7879801		-2.1687756		-1.4327278		-1.7592449		-1.7616968		-1.9077759		0.8325348		0.8325348		0.79986		0.55219746		1.1664438		0.67681503		0.8025942		0.51031494		0.67119217		0.63850117		0.45367527		0.07354927		-0.40773678		-0.43134975		-0.4545889		-0.35330772		-0.5028925		-0.4807396		2.00E-28		strictosidine synthase, putative (YLS2)		At3g51430.1     		17		0		hormone metabolism.jasmonate.induced-regulated-responsive-activated				 jasmonate induced protein				jasmonate induced protein - barley emb|CAA58110.1| jasmonate induced protein [Hordeum vulgare subsp. vulgare]		S58215          		4.00E-39		protein mucin-like protein		Os10g39710		CUST_9111_PI404877155		3.019677		1.5943942		3.019677		up

		35_26361		0		2.7317138		1.9099073		2.0689163		1.6931863		1.7995424		2.029817		2.2869582		2.2732272		2.0356836		-2.7476118		-3.0924306		-1.5157845		-0.9537542		-1.0818257		-1.0049453		-0.4334116		-0.56356573		-1.0380135		1.1254511		0.43341112		0.77457		1.4936361		1.3432059		1.1784549		1.9414515		2.0370955		2.0008116		-3.6871905		-2.5400398		-2.4931064		-1.5695055		-0.9339919		-3.6882968		-0.599946		-1.2205956		-0.60834026		3.00E-10		CHR3V7|COORD:560263..561767| acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative		AT3G02620.1		11		0		lipid metabolism.FA synthesis and FA elongation.ACP desaturase				 no descriptionvery weakly similar to (62.0)AT3G02620| Symbols:  | acyl-(acyl-carrier-protein) desaturase, putative / stearoyl-ACP desaturase, putative | chr3:560263-561767 FORWARDvery weakly similar to (57.8)STAD_SPIOLAcyl-[acyl-carrier-protein] desaturase, chloroplast precursor - Spinacia oleracea (Spinach)FA_desaturase_2 		2.00E-11		Cluster: Putative stearoyl-acyl-carrier protein desaturase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative stearoyl-acyl-carrier protein desaturase -		UniRef90_Q84MF1		7.00E-13		CHR03V5|COORD:17579996..17578327|protein acyl-desaturase, chloroplast precursor, putative, expressed		LOC_Os03g30950.1		CUST_92186_PI403524517		11.106761		3.4733663		11.106761		up

		35_7221		0		0.10340023		0.30765343		0.002146721		0.49743938		0.5958977		0.6980858		0.8838177		0.9413738		0.6021662		-0.28200722		-0.3556757		-0.5297661		-0.19024754		-0.45637417		-0.35762215		-0.8142233		-0.7452545		-0.8209019		0.11863518		0.31413555		-0.0016765594		0.6075039		0.6945486		0.5702343		1.228528		0.8239393		0.88361835		-0.114611626		-0.08765888		0.0016756058		-0.34894657		-0.18372154		-0.03316784		-0.04162407		-0.17839909		-0.17315006		1.00E-13		CHR5V7|COORD:5356826..5358484| AMP-binding protein, putative		AT5G16370.1		11		0		lipid metabolism.FA synthesis and FA elongation.acyl coa ligase				 no descriptionvery weakly similar to (72.0)AT5G16370| Symbols:  | AMP-binding protein, putative | chr5:5356826-5358484 REVERSEnot assigned not assigned PRK08162 CaiC PRK07770 PRK08314 PRK08276 PRK08316 PRK08315 PRK07059 Acs PRK08974 PRK05677 		6.00E-22		Rep: H0103C06.2 protein - Oryza sativa (Rice)		UniRef90_Q259I0		3.00E-23		CHR04V5|COORD:34227986..34225568|protein AMP-binding protein, putative, expressed		LOC_Os04g57850.1		CUST_24880_PI403524517		2.028552		1.0204504		2.028552		up

		Contig19947_at		0		0.09134102		0.18627548		0.21853638		0.7556782		0.48126507		0.76322746		0.864954		0.9354439		0.58431244		-0.39203405		-0.42235756		-0.48517942		-0.32951164		-0.4582448		-0.4567995		-1.0478859		-0.6034603		-0.81425476		0.050471306		0.24773216		0.014472961		0.73677254		0.55085564		0.6307478		1.1002493		0.6103916		0.8352728		-0.2868333		-0.18314362		-0.08104992		-0.5291209		-0.3222189		-0.014472008		-0.25552082		-0.3443594		-0.13048553		1.00E-13		AMP-binding protein, putative		At5g16370.1     		11		0		lipid metabolism.FA synthesis and FA elongation.acyl coa ligase				AMP-binding protein, putative, similar to AMP-binding protein GI:1903034 from (Brassica napus); contains Pfam AMP-binding domain PF00501; identical to cDNA adenosine monophosphate binding protein 5 AMPBP5 (AMPBP5) GI:20799718		3.00E-22		OSJNBa0018M05.15 [Oryza sativa (japonica cultivar-group)] ref|XP_474328.1| OSJNBa0018M05.15 [Oryza sativa (japonica cultivar-group)]		CAE03240.2      		3.00E-23		protein AMP-binding enzyme, putative		Os04g57850		CUST_6729_PI404877155		2.1420224		1.0989735		2.1420224		up

		Contig18274_at		0		-0.21854734		-0.7518754		-0.41713858		0.0624094		0.48111725		-0.023665428		1.2875662		0.42571354		0.42813778		-1.3768473		-1.5355129		-1.5882616		-0.9456439		-0.9554095		-0.73498297		-0.4262185		-0.71850777		-0.73688364		-0.059040546		0.13787794		0.008415699		0.47970963		1.0766654		0.5650482		1.2828684		1.3426437		1.5410018		-0.91404724		-0.8596878		-0.6816492		0.04534483		0.047064304		0.06899929		-0.007919788		0.007919788		0.094118595				phosphoinositide-specific phospholipase C (PLC2)		At3g08510.1     		11		0		lipid metabolism.lipid degradation.lysophospholipases				phosphoinositide-specific phospholipase C				phosphoinositide-specific phospholipase C (EC 3.1.4.-) P25  (clone SPM537) - soybean		T06777          				protein expressed protein		Os05g03610		CUST_6004_PI404877155		2.209246		1.1435541		2.209246		up

		35_14801		0		-0.16214561		-0.1556716		0.03336811		0.36409855		0.20032215		0.19651937		0.39191246		0.3952279		0.84148264		-0.004388809		-0.09495354		0.45514297		-1.0578408		-1.241601		-0.9690275		-1.2981043		-1.4890323		-1.0933981		0.9262605		0.073765755		0.83687544		0.4223771		0.73348		0.5484934		1.094943		0.7108102		0.63136387		0.004389286		-0.97665644		-0.71918774		-1.1009445		-0.93404675		-1.8228474		-2.1380262		-1.8379626		-2.0439446				CHR1V7|COORD:17969742..17972745| phosphoethanolamine N-methyltransferase 2, putative (NMT2)		AT1G48600.2		11.3		0		lipid metabolism.Phospholipid synthesis				 no descriptionmoderately similar to ( 356)AT1G48600| Symbols:  | phosphoethanolamine N-methyltransferase 2, putative (NMT2) | chr1:17970116-17972745 FORWARDmoderately similar to ( 353)PEAMT_SPIOLPhosphoethanolamine N-methyltransferase - Spinacia oleracea (Spinach)not assigned not assigned not assigned not assigned Methyltransf_11 UbiE PRK08317 ubiE arsM DUF858 Methyltransf_12 SmtA 				Cluster: Phosphoethanolamine methyltransferase; n=1; Triticum aestivum|Rep: Phosphoethanolamine methyltransferase - Triticum aestivum (Wheat)		UniRef90_Q8VYX1				CHR05V5|COORD:27150431..27146135|protein phosphoethanolamine N-methyltransferase, putative, expressed		LOC_Os05g47540.1		CUST_51926_PI403524517		3.86303		1.9497329		3.86303		up

		35_16369		0		-0.32788968		-0.78054905		-0.548522		-1.9652469		-1.8101652		-1.4173689		-2.5244775		-2.2726693		-1.1106198		1.2652926		0.52450085		2.182859		0.43485975		-0.8081808		0.5528097		0.08758736		-0.47207355		-0.08758688		2.3217669		2.050161		2.5038638		1.5986271		2.32576		1.1291404		1.6771502		1.9617691		2.529234		2.3339467		2.3422375		2.5166712		-0.66451406		-0.16058373		-0.33662295		-0.5470717		-0.9846544		-2.092825				CHR5V7|COORD:3776841..3780026| alpha-glucosidase 1 (AGLU1)		AT5G11720.1		2		0		major CHO metabolism.degradation.starch.starch cleavage				 no descriptionhighly similar to ( 598)AT5G11720| Symbols:  | alpha-glucosidase 1 (AGLU1) | chr5:3776841-3780026 FORWARDhighly similar to ( 931)AGLU_HORVUAlpha-glucosidase precursor - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Glyco_hydro_31 COG1501 PRK10658 PRK10426 Herpes_BLLF1 PRK12678 PRK07764 PRK07003 SerH DUF566 PRK09169 APC_basic PRK12323 DUF1509 AF-4 HPC2 				Rep: Alpha-glucosidase precursor - Hordeum vulgare (Barley)		UniRef90_Q43763				CHR06V5|COORD:28057084..28044149|protein alpha-glucosidase precursor, putative, expressed		LOC_Os06g46284.2		CUST_57407_PI403524517		3.348308		1.7434323		3.348308		up

		Contig7938_at		0		-0.70417595		-0.7881055		-1.4335346		-1.8309331		-1.7846527		-1.1653533		-1.8188062		-1.7827516		-1.2700305		2.1156282		0.15492964		1.5773911		-0.23700523		-0.3206687		0.5699959		-0.04375124		0.043751717		0.19168758		2.184554		1.6967773		2.3891153		1.0084362		1.8662243		0.8016262		1.0841622		1.41858		2.0458136		1.8840647		1.7731729		1.7706766		-0.32700443		-0.33399296		-0.38952446		-0.3867793		-0.6892514		-1.6397829				alpha-glucosidase 1 (AGLU1)		At5g11720.1     		2		0		major CHO metabolism.degradation.starch.starch cleavage				high pI alpha-glucosidase				ALPHA-GLUCOSIDASE PRECURSOR (MALTASE) pir||S65057 alpha-glucosidase (EC 3.2.1.20) - barley gb|AAB02985.1| alpha-glucosidase		Q43763          				protein high pI alpha-glucosidase		Os06g46280		CUST_14114_PI404877155		2.6869466		1.4259677		2.6869466		up

		35_27820		0		-0.061079025		0.04196787		-0.04196787		1.1371264		1.2839661		1.2691469		1.0385113		1.1603189		1.4943233		-1.7178719		-1.7659307		-1.5678382		0.043690205		-0.7102227		-1.0631604		-0.57360315		-0.2672162		-0.33201456		0.7514777		0.39023352		0.85247993		1.9951563		1.709796		1.4265571		2.1713657		2.2764444		1.9883285		-3.0580208		-1.4673138		-0.44832802		-0.19574547		0.19299412		-0.25504255		-0.16082478		-0.57550955		-0.49351597		3.00E-42		CHR1V7|COORD:23203614..23207180| beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar		AT1G62660.1		2		0		major CHO metabolism.degradation.sucrose.invertases.vacuolar				 no descriptionweakly similar to ( 167)AT1G62660| Symbols:  | beta-fructosidase (BFRUCT3) / beta-fructofuranosidase / invertase, vacuolar | chr1:23203614-23207180 FORWARDmoderately similar to ( 214)INV1_MAIZEBeta-fructofuranosidase 1 precursor - Zea mays (Maize)not assigned Glyco_hydro_32C Glyco_32 				Rep: Beta-fructofuranosidase 1 precursor - Zea mays (Maize)		UniRef90_P49175				CHR04V5|COORD:26546120..26552814|protein beta-fructofuranosidase 1 precursor, putative, expressed		LOC_Os04g45290.1		CUST_97411_PI403524517		4.6744413		2.224794		4.6744413		up

		35_23839		0		0.15605068		0.46847868		0.0072140694		0.43521595		0.22844887		0.20351791		0.3386879		0.30029106		-0.58808136		-0.94601154		-1.5409355		-2.0202737		-1.4338737		-0.9739356		-1.0565772		-0.0031404495		-0.45563173		0.0031404495		0.06622839		0.9823532		0.5426197		1.0341358		0.8439369		0.6761122		0.3014207		0.3435893		0.2819929		-1.7489748		-1.1263242		-1.3882985		-2.8003173		-2.2013798		-2.056672		-2.2822263		-2.0466971		-1.9844205				CHR3V7|COORD:62463..65685| glycogen synthase, putative		AT3G01180.1		2		0		major CHO metabolism.synthesis.starch.starch synthase				 no descriptionmoderately similar to ( 201)AT3G01180| Symbols: ATSS2 | glycogen synthase, putative | chr3:62463-65685 REVERSEmoderately similar to ( 223)SSY22_ORYSAglgA GlgA RfaG 				Rep: Starch synthase IIA - Triticum aestivum (Wheat)		UniRef90_Q9SPM9				CHR02V5|COORD:31232327..31227021|protein soluble starch synthase 2-2, chloroplast precursor, putative, expressed		LOC_Os02g51070.1		CUST_83145_PI403524517		5.7480702		2.5230777		5.7480702		up

		Contig20469_at		0		0.8372445		0.6617441		0.5807872		0.15905046		0.0125079155		0.13600254		-0.0125079155		-0.06272459		-0.08337259		-0.090886116		-0.40939903		-0.7339306		-0.6093378		-0.69076824		-0.28219223		0.65155363		0.44599962		0.6501832		0.33262873		1.3388615		1.1876168		1.0717692		0.73188305		0.7147198		1.2791376		1.0227857		0.7361274		-0.9490371		-0.6319747		-0.7260618		-0.55624104		-0.82460785		-1.259464		-1.1332004		-1.4016843		-1.2915626				glycogen synthase, putative		At3g01180.1     		2		0		major CHO metabolism.synthesis.starch.starch synthase				0				starch synthase II [Hordeum vulgare]		AAN28307.1      				protein soluble starch synthase 2		Os02g51070		CUST_6980_PI404877155		3.7579067		1.9099293		3.7579067		up

		35_11279		0		0.019568443		0.05444336		-0.05391693		0.16871548		0.20975685		0.17470932		0.21009636		0.22587776		0.17065525		-0.11602116		-0.13574028		-0.16501045		-0.04088688		-0.019568443		-0.10969257		0.026583672		0.07088375		0.07260704		-0.15447235		0.36892223		-0.021903992		0.20767117		0.13105106		0.06413269		0.06353092		0.102069855		0.11494923		-1.542983		-1.6803293		-1.6342669		-1.6486759		-1.6352291		-1.5878115		-1.5657434		-1.7987251		-1.8212337				CHR1V7|COORD:21140688..21141662| nicotianamine synthase, putative		AT1G56430.1		15.2		0		metal handling.binding, chelation and storage				 no descriptionmoderately similar to ( 258)AT1G56430| Symbols:  | nicotianamine synthase, putative | chr1:21140688-21141662 FORWARDhighly similar to ( 552)NAS5_HORVUNicotianamine synthase-like 5 protein - Hordeum vulgare (Barley)NAS 				Cluster: Nicotianamine synthase-like 5 protein; n=1; Hordeum vulgare|Rep: Nicotianamine synthase-like 5 protein - Hordeum vulgare (Barley)		UniRef90_Q9ZQV4				CHR03V5|COORD:10905302..10906777|protein nicotianamine synthase 2, putative, expressed		LOC_Os03g19420.2		CUST_39220_PI403524517		3.3742101		1.7545499		3.3742101		up

		35_16		0		-0.06437206		0.18975449		0.05837345		0.1921196		0.35789776		0.030111313		0.5985966		0.45706844		0.41548443		-0.39948654		-0.43153858		-0.44049358		-0.92631245		-0.95847034		-1.1574516		-1.2673407		-1.263525		-1.3757324		-0.18904781		0.41258526		0.12400055		0.55001354		0.6089077		0.29817867		0.77894783		0.37824345		0.6748085		0.21830559		-0.030111313		0.09247112		-0.70519066		-0.6156359		-0.65761375		-0.34175682		-0.7546797		-0.6647825		1.00E-18		CHR5V7|COORD:506753..507162| MT2B (METALLOTHIONEIN 2B)		AT5G02380.1		15.2		0		metal handling.binding, chelation and storage				 no descriptionnot assigned not assigned not assigned not assigned Metallothio_2 PRK07764 PRK12323 PRK07003 PRK05648 FAP Protamine_P1 PRK12678 Atrophin-1 				Rep: PZE40 protein - Hordeum vulgare (Barley)		UniRef90_Q06804		8.00E-33		CHR05V5|COORD:583802..584913|protein metallothionein-like protein type 2, putative, expressed		LOC_Os05g02070.3		CUST_64_PI403524517		2.2372236		1.1617094		2.2372236		up

		35_8008		0		-0.11581993		-0.14617157		-0.20358896		0.049619198		-0.089907646		-0.3545518		0.31395435		0.04513645		0.002816677		0.44576693		-0.05248785		0.99120235		-0.11269951		-0.11812401		0.23291111		-1.10E-04		1.10E-04		-0.1843586		2.3981686		0.62893105		1.6795249		0.8342676		0.9318805		0.9760065		1.2873111		1.2134185		1.136745		0.24817419		-0.9807768		-0.51836634		-0.93014145		-0.9256649		-1.1117868		-1.0098586		-0.90224314		-1.484426		2.00E-23		CHR1V7|COORD:19763892..19764110| cytochrome c oxidase copper chaperone family protein		AT1G53030.1		15.2		0		metal handling.binding, chelation and storage				 no descriptionweakly similar to ( 105)AT1G53030| Symbols:  | cytochrome c oxidase copper chaperone family protein | chr1:19763892-19764110 REVERSEnot assigned COX17 		6.00E-31		Cluster: Putative copper chaperone COX17-1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative copper chaperone COX17-1 - Oryza sativa (japonica		UniRef90_Q6K670		3.00E-32		CHR02V5|COORD:33771760..33770108|protein cytochrome c oxidase copper chaperone, putative, expressed		LOC_Os02g55134.1		CUST_27691_PI403524517		4.2220016		2.077927		4.2220016		up

		35_4041		0		-0.5178275		0.051770687		0.034800053		1.0798159		0.93898106		0.8469124		0.9684477		0.9093008		0.98840904		0.35821152		-0.42716885		1.1370993		-0.60213614		-0.6161442		-0.8749685		-0.13035631		-0.15836382		-0.034800053		1.3741083		-0.73530865		1.4509344		0.523098		0.44892216		0.3516159		1.1051426		0.99562454		1.151495		-0.7351041		-0.85286427		-1.2362027		-0.8252387		-0.6985779		-1.0154824		-0.8705516		-0.99984026		-1.3835874				CHR5V7|COORD:24831142..24832044| ATIPK2BETA (Arabidopsis thaliana inositol hexakisphosphate 2beta); inositol or phosphatidylinositol kinase		AT5G61760.1		3		0		minor CHO metabolism.myo-inositol.InsP-Kinases				 no descriptionmoderately similar to ( 272)AT5G61760| Symbols: IPK2B, ATIPK2BETA | ATIPK2BETA (Arabidopsis thaliana inositol hexakisphosphate 2beta); inositol or phosphatidylinositol kinase | chr5:24831142-24832044 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned IPK Herpes_BLLF1 PRK07003 PRK12323 Atrophin-1 PRK07764 AF-4 DUF1421 PRK12678 APC_basic PRK05648 HPC2 Tymo_45kd_70kd CTF_NFI DUF605 GRASP55_65 Pneumo_att_G Extensin_2 infB TT_ORF1 KAR9 DUF566 DUF1509 PRK09169 FAP PRK08770 Herpes_UL32 PRK10856 DUF936 PRK10672 				Cluster: Putative inositol-(1,4,5) trisphosphate 3-kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative inositol-(1,4,5) trisphosphate 3-kinase - O		UniRef90_Q6H545				CHR02V5|COORD:19116035..19119972|protein inositol hexaphosphate kinase, putative, expressed		LOC_Os02g32370.1		CUST_14085_PI403524517		3.2447789		1.6981201		3.2447789		up

		Contig10166_at		0		-0.5683956		0.20581341		0.055342674		1.1730213		1.1709051		1.064064		1.0896807		1.1043139		1.0369406		0.47902775		-0.40910625		1.2083035		-0.62367725		-0.4849043		-0.6198082		-0.05884266		-0.19871998		-0.055343628		1.608181		-0.7837949		1.4257793		0.6166067		0.71131325		0.46720695		1.0713806		1.057209		1.168829		-0.77739334		-0.8556199		-1.2755032		-0.8701415		-0.84669113		-1.0175705		-0.8925252		-1.1130943		-1.0857477				inositol polyphosphate 6-/3-/5-kinase 2b (IPK2b)		At5g61760.1     		3		0		minor CHO metabolism.myo-inositol.InsP-Kinases				inositol hexaphosphate kinase				inositol polyphosphate 6-/3-/5-kinase 2b (IPK2b) [Arabidopsis thaliana]		NP_200984.1     				protein Inositol polyphosphate kinase		Os02g32370		CUST_284_PI404877155		3.4493704		1.7863331		3.4493704		up

		35_7759		0		0.72330475		0.78645325		0.87773895		1.3096561		1.6860209		1.3681269		1.0714197		1.2361002		0.8099756		-2.179758		-1.9143353		-1.5576687		-0.46560287		-0.23385906		-0.95596695		-0.08986473		-0.27171326		-0.08606815		0.08606911		1.179924		0.7242727		1.3469429		1.2532682		1.3015413		1.060669		1.3726835		1.4048405		-0.9016714		-0.84262943		-0.23066998		-0.9875326		-0.85886097		-1.2761154		-1.4351835		-1.2491026		-1.314785				CHR2V7|COORD:9440977..9443562| trehalose-phosphatase		AT2G22190.1		3		0		minor CHO metabolism.trehalose.TPP				 no descriptionmoderately similar to ( 279)AT2G22190| Symbols:  | trehalose-phosphatase | chr2:9440977-9443562 REVERSEnot assigned Trehalose_PPase OtsB PRK10187 				Rep: Sister of ramosa 3 - Hordeum vulgare (Barley)		UniRef90_Q1W5R9				CHR07V5|COORD:25865517..25869538|protein expressed protein		LOC_Os07g43160.1		CUST_26777_PI403524517		3.8857188		1.9581815		3.8857188		up

		Contig21324_at		0		0.9830694		0.97676563		0.9861822		1.2245054		1.5414848		1.3283195		1.1718588		1.3811245		1.069704		-2.1084523		-1.9464102		-1.2981634		-0.107852936		-0.026189804		-0.70609426		0.026189804		-0.07497978		-0.09053612		-0.111561775		1.2869587		0.7360544		1.261549		1.3621416		1.1474991		1.1508322		1.2437954		1.5288582		-0.75420904		-0.7085738		-0.15331936		-0.8834443		-0.70460844		-0.46050262		-0.73399734		-1.1549568		-1.2211599				trehalose-6-phosphate phosphatase, putative		At2g22190.1     		3		0		minor CHO metabolism.trehalose.TPP				trehalose-6-phosphate phosphatase, putative, similar to trehalose-6-phosphate phosphatase (AtTPPB) (Arabidopsis thaliana) GI:2944180; contains Pfam profile PF02358: Trehalose-phosphatase				putative trehalose-6-phosphate phosphatase [Oryza sativa (japonica cultivar-group)]		BAC79911.1      				protein trehalose-phosphatase, putative		Os07g43160		CUST_7319_PI404877155		3.7022166		1.8883893		3.7022166		up

		Contig12019_at		0		-0.6322851		0.579216		0.10521603		0.7159262		1.0643106		0.9907384		1.2980247		1.0529814		1.3502636		-2.4859803		-2.8073997		-0.10521603		-3.53859		-3.4225578		-3.7985458		-3.9286048		-1.7438865		-2.191568		1.9354739		0.4701743		1.7736874		0.985199		1.6544919		0.69693613		1.8067036		1.2665114		1.9451947		0.8950591		-0.8830266		-0.1482935		-4.077046		-4.065529		-3.959519		-3.9987698		-3.9970343		-1.1221404				alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative /		At1g78580.1     		3		0		minor CHO metabolism.trehalose.TPS				TPS1;TREHALOSE-6-PHOSPHATE SYNTHASE;alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate glucosyltransferase, putative, similar to trehalose-6-phosphate synthase SL-TPS/				alpha, alpha-trehalose-phosphate synthase, UDP-forming, putative / trehalose-6-phosphate synthase, putative / UDP-glucose-glucosephosphate g		NP_177979.1     				protein Similar to trehalose-6-phosphate synthase [imported] - Arabidopsis thaliana		Os05g44210		CUST_1795_PI404877155		10.512855		3.3940825		10.512855		up

		35_14516		0		0.5988226		0.40223217		0.6113758		0.507288		0.8049936		0.64260197		0.6488514		0.5646267		0.4494505		-0.31465816		0.01508522		0.13946629		-0.87391615		-1.0377879		-0.67679596		-0.44467497		-0.6039586		-0.68866396		0.9914608		0.24763966		0.5585518		0.07128143		0.31463814		-0.015084267		-0.16649818		-0.6064744		-0.4891553		0.33428574		0.16626263		-0.16569996		-0.35224104		-0.81621885		-0.56649494		-0.9887843		-1.306992		-1.3642964				CHR4V7|COORD:12811520..12814450| ATPAP24/PAP24 (purple acid phosphatase 24); acid phosphatase/ protein serine/threonine phosphatase		AT4G24890.1		26.13		0		misc.acid and other phosphatases				 no descriptionmoderately similar to ( 426)AT4G24890| Symbols: ATPAP24, PAP24 | ATPAP24/PAP24 (purple acid phosphatase 24); acid phosphatase/ protein serine/threonine phosphatase | chr4:12811520-12814450 REVERSEhighly similar to ( 515)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned SerH Metallophos Herpes_BLLF1 PRK12323 				Cluster: Nucleotide pyrophosphatase/phosphodiesterase; n=2; Hordeum vulgare|Rep: Nucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare		UniRef90_Q687E1				CHR08V5|COORD:26306741..26312631|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed		LOC_Os08g41880.1		CUST_50889_PI403524517		2.1134088		1.0795718		2.1134088		up

		35_14519		0		0.4139862		0.46171284		0.69414234		0.85172844		0.9739828		0.7467308		0.5438118		0.5590687		0.663188		-0.6671562		-0.13173294		0.32978725		-0.6965351		-1.0566616		-0.78656006		-0.68649864		-0.5917196		-0.58495045		1.3210897		0.08046913		0.91063976		0.28190517		0.45910835		0.42731476		-0.08046913		-0.51436996		-0.51736546		0.19582653		0.119119644		-0.39253902		-0.36388683		-0.80204296		-0.53039455		-0.94661903		-1.0908394		-1.0815277				CHR5V7|COORD:20540801..20543457| ATPAP27/PAP27 (purple acid phosphatase 27); acid phosphatase/ protein serine/threonine phosphatase		AT5G50400.1		26.13		0		misc.acid and other phosphatases				 no descriptionhighly similar to ( 863)AT5G50400| Symbols: ATPAP27, PAP27 | ATPAP27/PAP27 (purple acid phosphatase 27); acid phosphatase/ protein serine/threonine phosphatase | chr5:20540801-20543457 REVERSEhighly similar to ( 753)NPP_HORVUNucleotide pyrophosphatase/phosphodiesterase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Herpes_BLLF1 Metallophos SerH Pneumo_att_G AF-4 PRK12323 DUF566 MAP65_ASE1 PRK07003 				Cluster: Putative diphosphonucleotide phosphatase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative diphosphonucleotide phosphatase - Oryza sativa (jap		UniRef90_Q6ZI95				CHR08V5|COORD:26306741..26312631|protein nucleotide pyrophosphatase/phosphodiesterase, putative, expressed		LOC_Os08g41880.1		CUST_50903_PI403524517		2.2939277		1.19782		2.2939277		up

		35_21438		0		0.24186802		0.37927628		0.3573408		0.10631561		0.15151691		-0.09069061		-0.02385521		-0.05840969		-0.044172287		-0.026711464		-0.0761137		0.18072796		0.018068314		-0.06604195		-0.018068314		0.09296894		0.1527586		0.10464096		0.25469494		0.10360432		0.34210968		0.07885456		0.16320896		-0.112895966		0.205163		0.15181255		0.4026327		-0.39265728		-0.5742998		-0.3685341		-1.0259991		-1.0678339		-0.95674133		-1.0039101		-1.1064672		-1.2099924		2.00E-16		CHR1V7|COORD:24949205..24949540| glycosyl hydrolase family protein 17		AT1G66870.1		26.4		0		misc.beta 1,3 glucan hydrolases				 no descriptionvery weakly similar to (82.8)AT1G66870| Symbols:  | glycosyl hydrolase family protein 17 | chr1:24949205-24949540 REVERSEvery weakly similar to (79.7)E13B_WHEATGlucan endo-1,3-beta-glucosidase precursor - Triticum aestivum (Wheat)X8 		6.00E-36		Cluster: Putative beta 1,3-glucanase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative beta 1,3-glucanase - Oryza sativa (japonica cultivar-group)		UniRef90_Q7Y179		2.00E-37		CHR03V5|COORD:26359905..26356914|protein glucan endo-1,3-beta-glucosidase 7 precursor, putative, expressed		LOC_Os03g46660.1		CUST_74763_PI403524517		2.0460575		1.0328467		2.0460575		up

		35_42776		0		-0.24632168		0.2244873		-0.090084076		0.56602335		0.64456177		1.065917		0.33275747		0.88477755		1.0923977		-0.79164076		-0.8282809		-0.7072787		-0.018916607		-0.30849123		-0.71031857		-0.6509428		-1.0414786		-0.8936372		-0.31849623		1.0120387		0.57689		1.4324503		1.2053819		1.075829		1.8192968		1.8976264		1.7075601		-0.5470867		-0.059149265		0.6751394		0.025802612		-0.03305626		0.018917084		-0.62183666		-0.7149625		-0.8978033				CHR1V7|COORD:4702929..4704589| CYP78A5 (cytochrome P450, family 78, subfamily A, polypeptide 5); oxygen binding		AT1G13710.1		26.1		0		misc.cytochrome P450				 no descriptionmoderately similar to ( 222)AT1G13710| Symbols: CYP78A5 | CYP78A5 (cytochrome P450, family 78, subfamily A, polypeptide 5); oxygen binding | chr1:4702929-4704589 REVERSEweakly similar to ( 193)C78A1_MAIZECytochrome P450 78A1 - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned p450 CypX PRK12323 				Cluster: Putative cytochrome P-450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome P-450 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6YVW3				CHR07V5|COORD:24712147..24714118|protein cytochrome P450 78A4, putative, expressed		LOC_Os07g41240.1		CUST_153060_PI403524517		2.2320805		1.1583891		2.2320805		up

		35_9180		0		0.9702177		0.8281183		0.7910414		0.89932346		0.7543497		1.0701218		0.62653446		0.83211994		0.8702612		-1.7762003		-1.6362238		-1.9436779		-0.45549774		-0.44740295		-0.4424219		-0.31335926		-0.23322296		-0.27462864		0.23322296		0.86088467		0.5587225		1.3985863		1.3217001		1.4561977		1.2412271		1.4510803		1.3713617		-1.9788189		-1.8179846		-1.0946474		-0.77855015		-0.7007351		-0.79932404		-0.7830467		-0.68933105		-0.79289913		4.00E-25		CHR3V7|COORD:22917089..22918865| CYP78A9 (CYTOCHROME P450 78A9); oxygen binding		AT3G61880.1		26.1		0		misc.cytochrome P450				 no descriptionvery weakly similar to (92.0)AT1G01190| Symbols: CYP78A8 | CYP78A8 (cytochrome P450, family 78, subfamily A, polypeptide 8); oxygen binding | chr1:83045-84864 REVERSEvery weakly similar to (86.7)C78A3_SOYBNCytochrome P450 78A3 - Glycine max (Soybean)not assigned 		2.00E-28		Cluster: Putative cytochrome p450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome p450 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z9D5		8.00E-30		CHR08V5|COORD:27289992..27287658|protein cytochrome P450 78A3, putative, expressed		LOC_Os08g43390.1		CUST_31820_PI403524517		3.2153354		1.6849692		3.2153354		up

		35_9423		0		1.015388		0.80251265		0.57133484		0.61526966		0.46500206		0.56579447		0.1714673		0.53068876		0.7595		-1.2581291		-1.6855369		-2.4690738		-0.17146683		-0.351624		-0.37914228		-0.31410694		-0.6815777		-0.55799246		0.288136		0.5851073		0.35150242		1.3293834		0.8834052		0.9794922		1.3117094		1.548049		1.2017779		-1.7573807		-1.4716201		-0.74568987		-1.4954457		-0.82056093		-1.1063166		-0.72778606		-0.67303133		-0.97366667				CHR3V7|COORD:22917089..22918865| CYP78A9 (CYTOCHROME P450 78A9); oxygen binding		AT3G61880.1		26.1		0		misc.cytochrome P450				 no descriptionweakly similar to ( 173)AT3G61880| Symbols: CYP78A9 | CYP78A9 (CYTOCHROME P450 78A9); oxygen binding | chr3:22917089-22918865 REVERSEweakly similar to ( 182)C78A3_SOYBNCytochrome P450 78A3 - Glycine max (Soybean)not assigned not assigned p450 				Cluster: Putative cytochrome p450; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative cytochrome p450 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z9D5				CHR08V5|COORD:27289992..27287658|protein cytochrome P450 78A3, putative, expressed		LOC_Os08g43390.1		CUST_32685_PI403524517		2.7993028		1.4850676		2.7993028		up

		35_23458		0		0.34979296		0.35570192		-0.010353565		0.6695018		0.3490448		0.52165365		0.5737386		0.8754382		-0.25291204		-0.3928194		-0.3618679		-0.43090868		-0.22996426		-0.21963787		-0.9115486		0.010354042		0.1677661		-0.05590105		0.4433341		0.050154686		0.5463338		0.61112547		0.8950858		0.073225975		0.7202821		0.82985306		1.0168295		-0.40402126		-0.6944351		-0.8998313		-0.8789635		-0.8341551		-0.5262623		-0.13619184		-0.7557044		-0.5700331				CHR1V7|COORD:28502840..28504604| family II extracellular lipase 3 (EXL3)		AT1G75900.1		26.28		0		misc.GDSL-motif lipase				 no descriptionweakly similar to ( 199)AT1G75900| Symbols:  | family II extracellular lipase 3 (EXL3) | chr1:28502840-28504604 FORWARDweakly similar to ( 118)APG_BRANAAnther-specific proline-rich protein APG - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned SGNH_plant_lipase_like fatty_acyltransferase_like PRK07003 Tymo_45kd_70kd PRK12323 TT_ORF1 Atrophin-1 PRK07764 				Cluster: Putative family II extracellular lipase 3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative family II extracellular lipase 3 - Oryza sativa (j		UniRef90_Q6YU91				CHR02V5|COORD:78170..79579|protein anther-specific proline-rich protein APG precursor, putative, expressed		LOC_Os02g01140.1		CUST_81784_PI403524517		2.312632		1.2095358		2.312632		up

		35_9960		0		-1.4908447		-1.2557592		-1.4250145		-0.9533014		-0.8028593		-0.73470306		-0.59428406		-0.73248386		-0.6899519		-1.7100105		-1.8238635		-1.7835159		-0.9990883		-1.1814938		-0.4173317		-0.9490614		-0.93987274		-1.1050014		1.7499876		0.72286415		1.473774		1.5865746		1.779398		1.5752401		2.2327337		2.3144636		2.563734		0.4173317		0.6181469		0.5674095		0.89599895		0.8660641		0.9704094		0.8176327		0.9120102		0.89541626		3.00E-20		CHR5V7|COORD:7621571..7623370| GDSL-motif lipase, putative		AT5G22810.1		26.28		0		misc.GDSL-motif lipase				 no descriptionvery weakly similar to (79.7)AT5G03820| Symbols:  | GDSL-motif lipase/hydrolase family protein | chr5:1015802-1017250 REVERSESGNH_plant_lipase_like 		3.00E-26		Rep: Putative proline-rich protein - Oryza sativa (Rice)		UniRef90_Q9AUJ9		1.00E-27		CHR03V5|COORD:27201111..27205741|protein anther-specific proline-rich protein APG precursor, putative, expressed		LOC_Os03g47940.1		CUST_34538_PI403524517		2.0059156		1.004261		2.0059156		up

		35_14472		0		0.05991459		0.07299328		-0.19894981		0.44608498		0.03932476		0.20278454		0.051279068		0.13675022		0.08359623		-0.13545704		-0.6638136		0.77934456		-0.09650898		-0.04267311		0.105202675		0.07430363		0.18854332		0.09492111		2.01478		-0.44501114		1.446742		-0.07986355		0.40847778		-0.12041664		0.25571442		-0.13633823		0.064590454		-0.039325714		-0.9128208		-0.6629839		-1.4778032		-1.2289877		-1.3487129		-0.90332985		-1.2417088		-1.2382078				CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionmoderately similar to ( 217)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 381)GSTH1_ORYSAnot assigned not assigned not assigned not assigned GST_C_Phi GST_N_Phi Gst GST_N_GTT1_like GST_C GST_N_family GST_N GST_N_4 GST_C_EFB1gamma GST_C_family GST_N_Ure2p_like GST_C_Ure2p_like GST_N_Theta GST_N_2 GST_C_2 GST_C_1 GST_N_Beta GST_N_EF1Bgamma GST_N_GTT2_like GST_N_Delta_Epsilon PRK11752 GST_N_Zeta GST_C_GTT1_like GST_N_SspA GST_C_GTT2_like 				Rep: Glutathione-S-transferase 19E50 - Triticum aestivum (Wheat)		UniRef90_Q8LGN5				CHR01V5|COORD:15609939..15607996|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os01g27360.1		CUST_50717_PI403524517		2.611228		1.3847284		2.611228		up

		35_42118		0		-0.23378325		0.3528514		0.5803633		1.0455732		0.9967041		0.99602747		1.3264279		1.1381269		-0.18028927		-1.074933		-0.14502716		-1.2981863		-0.24041891		-0.56858444		0.10975742		0.6632366		0.08810425		0.71565723		0.5233669		0.57228804		0.5186639		1.0134072		1.0279198		1.0225782		-0.49463654		-0.08810377		0.1645031		-0.75374746		-0.21237803		-0.74100685		-0.98656416		-1.0666695		-0.75274086		-0.302135		-0.5647793		-0.36118126		3.00E-35		CHR1V7|COORD:3395740..3396808| ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase		AT1G10360.1		26.9		0		misc.glutathione S transferases				 no descriptionvery weakly similar to (78.2)AT1G10360| Symbols: GST29, ATGSTU18 | ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29); glutathione transferase | chr1:3395740-3396808 REVERSEweakly similar to ( 111)GSTU6_ORYSAnot assigned not assigned GST_C_Tau GST_N_Tau 				Cluster: Putative glutathione S-transferase OsGSTU13; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative glutathione S-transferase OsGSTU13 - Oryza sativ		UniRef90_Q945W5		5.00E-36		CHR10V5|COORD:20293826..20292769|protein glutathione S-transferase GSTU6, putative, expressed		LOC_Os10g38710.1		CUST_150567_PI403524517		2.1603174		1.1112432		2.1603174		up

		35_7613		0		1.3373017		1.0215454		0.8816004		1.0309453		1.4026179		1.231391		1.8691535		1.2153921		1.4109049		0.3503213		-0.18578053		1.306531		-0.07270098		0.07270098		-0.34241247		0.15481853		0.4871688		0.30499315		-0.8495524		-1.9164648		-0.4979186		-0.2982273		-0.25708842		-0.61356854		0.72763824		-0.19039083		-0.33576941		0.18588734		-0.99380565		0.100952625		-0.63623476		-0.2551868		-0.54308987		-0.6204982		-0.840291		-2.2948627				CHR3V7|COORD:23228401..23229222| ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase		AT3G62760.1		26.9		0		misc.glutathione S transferases				 no descriptionweakly similar to ( 197)AT3G62760| Symbols: ATGSTF13 | ATGSTF13 (Arabidopsis thaliana Glutathione S-transferase (class phi) 13); glutathione transferase | chr3:23228401-23229222 REVERSEmoderately similar to ( 333)GSTH1_ORYSAnot assigned not assigned not assigned not assigned GST_C_Phi Gst GST_N_Phi GST_N_GTT1_like GST_N_family GST_C GST_N_2 GST_N GST_C_family GST_N_Beta GST_C_EFB1gamma GST_N_4 GST_N_Ure2p_like GST_N_EF1Bgamma GST_N_GTT2_like GST_N_Theta GST_C_1 GST_N_Delta_Epsilon GST_C_Ure2p_like GST_N_SspA PRK10542 GST_N_Zeta GST_C_2 PRK11752 				Rep: Glutathione-S-transferase 19E50 - Triticum aestivum (Wheat)		UniRef90_Q8LGN5				CHR01V5|COORD:15609939..15607996|protein glutathione S-transferase GSTF1, putative, expressed		LOC_Os01g27360.1		CUST_26268_PI403524517		2.050726		1.0361347		2.050726		up

		35_25187		0		-0.04546976		0.89787006		1.129189		1.1904588		1.1213255		0.9514904		1.0490618		1.1871834		-0.10257435		0.24831533		0.4346857		0.04546976		-0.47873545		-0.39212894		-0.37254858		0.3216858		-0.24332762		0.47672558		0.05221796		0.5756912		0.5301051		1.130857		0.9849968		0.7594671		-0.3432393		-0.19943905		-0.4046235		-0.32360268		-1.0471611		-0.4305339		-0.50994873		-0.8162489		-0.4313321		-0.9448025		-0.7267544		-1.3677433		7.00E-43		CHR4V7|COORD:9044098..9045558| epoxide hydrolase-related		AT4G15955.1		26.1		0		misc.misc2				 no descriptionweakly similar to ( 169)AT4G15955| Symbols:  | catalytic/ hydrolase | chr4:9044663-9045558 REVERSEnot assigned not assigned PRK03592 MhpC PRK00870 PRK05855 Abhydrolase_1 PldB PRK03204 				Rep: Putative hydrolase - Oryza sativa (Rice)		UniRef90_Q8SAY9				CHR03V5|COORD:34767878..34764415|protein epoxide hydrolase 2, putative, expressed		LOC_Os03g61360.1		CUST_87978_PI403524517		2.108209		1.0760179		2.108209		up

		35_19557		0		-0.03564787		-0.25435877		-0.20711565		0.03564787		-0.1516285		0.33478165		0.14157295		0.20097733		0.33603287		-0.9451871		-0.9796181		-1.0935087		-0.049775124		-0.095844746		0.059508324		0.3095808		0.1288228		0.30575943		0.18968105		0.49242115		0.29949093		0.8293495		0.6942711		0.77546215		1.148366		1.2317924		1.226078		-0.9612527		-0.85886383		-0.6673813		-0.5601344		-0.55527735		-0.40792513		-0.3182454		-0.4821663		-0.35538816				CHR5V7|COORD:2326926..2330012| amidase family protein		AT5G07360.1		26.8		0		misc.nitrilases, *nitrile lyases, berberine bridge enzymes, reticuline oxidases, troponine reductases				 no descriptionhighly similar to ( 657)AT5G07360| Symbols:  | amidase family protein | chr5:2326926-2330012 REVERSEnot assigned not assigned Amidase GatA gatA PRK09201 PRK07486 PRK08137 PRK06170 PRK06169 PRK07487 PRK07488 PRK12470 PRK06102 PRK07235 PRK06828 PRK07042 PRK07056 PRK06061 PRK08186 PRK06707 PRK08310 PRK06565 PRK05962 PRK11910 PRK07139 PRK07869 PRK06529 				Cluster: Os11g0536800 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os11g0536800 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0ISC5				CHR11V5|COORD:19074983..19070908|protein amidase, putative, expressed		LOC_Os11g33090.1		CUST_68400_PI403524517		2.5302553		1.339283		2.5302553		up

		35_10297		0		1.6124058		1.3804517		1.5749435		1.9164524		1.4624329		1.7078962		1.9836864		1.8019972		2.0739117		1.1629872		1.3097687		1.0948086		0.25624466		0.2954793		-0.5298891		-0.16986465		-0.06554842		0.04762125		-2.2212029		0.14723635		-1.864152		-0.32095957		-0.6471257		-0.23727655		-0.47711802		0.0642457		-0.04762125		-0.565557		-1.0899191		-1.2457538		-1.0894709		-0.8280444		-0.98926973		-0.8252802		-1.4960098		0.17118502				CHR1V7|COORD:24493836..24496391| ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase		AT1G65840.1		26.7		0		misc.oxidases - copper, flavone etc.				 no descriptionweakly similar to ( 166)AT1G65840| Symbols: ATPAO4 | ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase | chr1:24493836-24496391 FORWARDnot assigned not assigned Amino_oxidase COG1231 COG1233 PRK11883 HemY HdrA COG3380 				Rep: OSJNBb0004A17.1 protein - Oryza sativa (Rice)		UniRef90_Q7XPI8				CHR04V5|COORD:34029263..34025190|protein lysine-specific histone demethylase 1, putative, expressed		LOC_Os04g57560.1		CUST_35705_PI403524517		2.5417833		1.345841		2.5417833		up

		35_20587		0		1.4610939		1.2778454		1.4823351		1.6483469		1.2955246		1.7893076		2.0133772		1.8323383		1.9594526		0.80970764		0.9790087		0.77732563		0.15674973		0.27708817		-0.40258121		-0.039476395		-0.18981647		0.03947544		-1.5980277		-0.8817835		-1.40063		-0.19388294		-0.35913467		0.10865688		-0.19752407		0.17574978		0.37008858		-0.6161165		-1.0748258		-1.2837696		-0.87870216		-0.86356354		-1.0136108		-1.0047207		-1.104197		-1.0983515				CHR1V7|COORD:24493836..24496391| ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase		AT1G65840.1		26.7		0		misc.oxidases - copper, flavone etc.				 no descriptionmoderately similar to ( 410)AT1G65840| Symbols: ATPAO4 | ATPAO4 (POLYAMINE OXIDASE 4); amine oxidase | chr1:24493836-24496391 FORWARDweakly similar to ( 116)PAO_MAIZEPolyamine oxidase precursor - Zea mays (Maize)not assigned not assigned Amino_oxidase COG1231 HemY PRK11883 				Rep: OSJNBb0004A17.1 protein - Oryza sativa (Rice)		UniRef90_Q7XPI8				CHR04V5|COORD:34029263..34025190|protein lysine-specific histone demethylase 1, putative, expressed		LOC_Os04g57560.1		CUST_71808_PI403524517		2.5891168		1.37246		2.5891168		up

		35_1187		0		0.09890652		0.1607647		-0.052476883		0.46712303		0.2953558		0.8639059		-0.27379513		0.24044132		0.49899578		-2.252159		-1.6647854		-1.7267265		0.14222336		0.253273		0.50939465		0.053260803		0.08338165		-0.0629282		-0.86621094		-0.14779568		-0.3935566		0.33531857		0.16948032		0.3218975		0.052476883		0.32000256		0.51556015		-1.5798073		-1.6608744		-0.9835949		-1.8217955		-1.7715569		-1.6986084		-1.8597622		-2.1238565		-2.0279112				CHR4V7|COORD:8646193..8650082| protease inhibitor/seed storage/lipid transfer protein (LTP) family protein		AT4G15160.1		26.21		0		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein				 no descriptionweakly similar to ( 133)AT3G22142| Symbols:  | Encodes a Protease inhibitor/seed storage/LTP family protein | chr3:7803611-7808053 REVERSEvery weakly similar to (92.0)14KD_DAUCA14 kDa proline-rich protein DC2.15 precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HPS_like Extensin_2 Drf_FH1 DUF1421 Atrophin-1 DUF605 DUF1210 PRK12323 PRK05648 PRK07003 Tryp_alpha_amyl MFMR PRK07764 TT_ORF1 SMN GRASP55_65 Amelogenin Gag_spuma Tymo_45kd_70kd MCPVI HPC2 Cytadhesin_P30 PRK10263 FAP tatB PRK10819 CTNNB1_binding PRK03427 GP38 FimV DAG1 GRP DedD TonB Totivirus_coat 				Rep: Prolin rich protein - Zea mays (Maize)		UniRef90_Q41848				CHR06V5|COORD:3455812..3454734|protein 36.4 kDa proline-rich protein, putative, expressed		LOC_Os06g07220.1		CUST_4290_PI403524517		3.3856616		1.7594378		3.3856616		up

		35_14971		0		2.9156733		2.7213845		2.5122156		1.9925599		2.6627584		2.549869		2.5064745		3.0913577		2.7407775		2.8434925		3.729959		3.1399379		1.2958074		0.14617586		-0.14617586		0.26813126		0.8816428		0.31052637		-3.0090284		-3.1096392		-1.9406791		-3.0935526		-3.0358052		-3.043052		-2.0635784		-0.9156854		-2.9778633		0.4834323		-1.3277206		-0.8619981		-3.0182528		-3.011362		-2.9617658		-2.9726627		-2.9575686		-2.9821315		2.00E-35		CHR1V7|COORD:4090174..4090587| ELP (EXTENSIN-LIKE PROTEIN); lipid binding		AT1G12090.1		26.21		0		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein				 no descriptionvery weakly similar to (76.3)AT4G12470| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr4:7401368-7401853 REVERSEvery weakly similar to (73.6)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)not assigned HPS_like Tryp_alpha_amyl 				Cluster: Lipid transfer protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipid transfer protein-like protein - Oryza sativa (japonica		UniRef90_Q6S509				CHR03V5|COORD:186677..187468|protein cortical cell-delineating protein precursor, putative, expressed		LOC_Os03g01300.1		CUST_52553_PI403524517		2.3735788		1.2470639		2.3735788		up

		35_14972		0		2.4793458		2.2641625		2.2911115		1.7515416		2.1806436		2.1316552		1.978416		2.6754775		2.0478358		1.7970376		2.8493886		2.4056354		0.8941798		0.4965272		0.3031435		0.29801702		0.2492733		0.30349302		-1.6605291		-0.52557707		-1.2794876		-1.7746582		-1.7438765		-2.1268415		-2.070785		-2.3250642		-2.1395364		-0.2492733		-0.6481738		-0.86199		-3.5662038		-3.6356978		-4.8584566		-3.65181		-3.7671607		-3.2486992		2.00E-31		CHR1V7|COORD:4090174..4090587| ELP (EXTENSIN-LIKE PROTEIN); lipid binding		AT1G12090.1		26.21		0		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein				 no descriptionvery weakly similar to (75.1)AT4G12470| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr4:7401368-7401853 REVERSEvery weakly similar to (73.2)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)HPS_like Tryp_alpha_amyl 		1.00E-42		Cluster: Protease inhibitor/seed storage/LTP family protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protease inhibitor/seed storage/LTP		UniRef90_Q10T26		5.00E-44		CHR03V5|COORD:189420..190186|protein cortical cell-delineating protein precursor, putative, expressed		LOC_Os03g01310.1		CUST_52558_PI403524517		2.19424		1.1337214		2.19424		up

		35_41626		0		3.114595		2.8120255		2.9164786		2.1824546		2.5400872		2.4047542		2.3967109		3.124209		2.5260234		2.6989741		3.6045423		3.126553		1.5038133		0.6859374		0.9944248		0.8675122		0.77432203		0.6978636		-4.8119245		-4.7995863		-4.604891		-4.3620996		-4.7486506		-4.7414856		-4.7714925		-4.766423		-4.8049016		-0.6859374		-4.4203577		-2.6494281		-4.686638		-4.718975		-4.751318		-4.7876043		-4.37332		-4.8019543		4.00E-35		CHR1V7|COORD:4090174..4090587| ELP (EXTENSIN-LIKE PROTEIN); lipid binding		AT1G12090.1		26.21		0		misc.protease inhibitor/seed storage/lipid transfer protein (LTP) family protein				 no descriptionvery weakly similar to (77.8)AT4G12470| Symbols:  | protease inhibitor/seed storage/lipid transfer protein (LTP) family protein | chr4:7401368-7401853 REVERSEvery weakly similar to (75.1)CCDP_MAIZECortical cell-delineating protein precursor - Zea mays (Maize)not assigned HPS_like Tryp_alpha_amyl 				Cluster: Lipid transfer protein-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Lipid transfer protein-like protein - Oryza sativa (japonica		UniRef90_Q6S509				CHR03V5|COORD:186677..187468|protein cortical cell-delineating protein precursor, putative, expressed		LOC_Os03g01300.1		CUST_148798_PI403524517		2.0097895		1.0070443		2.0097895		up

		35_4279		0		-0.94700015		-0.9878503		-0.9571514		-0.5978149		-0.6167041		-0.82307196		-0.9813458		-0.9398048		-0.53155506		-0.9713855		-0.24300885		-0.95570076		-0.77674747		-0.49506986		-0.70057845		-0.90165484		-0.4480672		-0.5950997		7.848486		2.712461		6.973523		2.9987993		2.6036472		2.4567404		3.7098374		3.6540194		3.5562067		4.146972		2.6102257		2.2782092		1.3739343		1.8843269		1.043257		0.8581326		1.1105347		0.24300861				CHR4V7|COORD:7657369..7658160| short-chain dehydrogenase/reductase (SDR) family protein		AT4G13180.1		26.22		0		misc.short chain dehydrogenase/reductase (SDR)				 no descriptionmoderately similar to ( 234)AT4G13180| Symbols:  | short-chain dehydrogenase/reductase (SDR) family protein | chr4:7657369-7658160 REVERSEmoderately similar to ( 204)SDR1_PICABShort-chain type dehydrogenase/reductase - Picea abies (Norway spruce) (Picea excelsa)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12939 PRK12937 fabG fabG fabG PRK12826 FabG PRK12829 PRK06841 PRK12827 PRK06138 PRK12744 PRK07479 PRK12429 PRK08324 PRK12828 fabG PRK06484 PRK07774 PRK06947 PRK06123 PRK09135 PRK06057 PRK08265 PRK08643 PRK07063 PRK07478 PRK12745 PRK05875 PRK06172 PRK12748 PRK06124 PRK07067 PRK12743 PRK08063 PRK08213 PRK08220 PRK07035 PRK06346 fabG PRK06114 PRK12824 PRK07060 fabG PRK07890 PRK06198 PRK07069 PRK08936 fabG PRK08277 fabG PRK07074 PRK06500 PRK06122 PRK07791 PRK06128 PRK07814 PRK06113 PRK07856 PRK09134 fabG PRK07576 adh_short fabG PRK12936 fabG fabG PRK06523 PRK07831 fabG PRK06949 PRK08589 PRK05855 PRK08226 PRK09242 PRK07523 PRK12935 PRK12384 PRK05872 PRK06935 PRK07677 DltE PRK07985 PRK06200 PRK12481 PRK06398 benD PRK12747 fabG COG4221 PRK07633 PRK09730 PRK08993 PRK08416 PRK07577 PRK07041 PRK07825 PRK12938 PRK07326 PRK05867 PRK06701 PRK12742 PRK06171 PRK12428 PRK08264 PRK08945 PRK12746 PRK05717 PRK07109 PRK08628 FabI PRK09186 PRK12859 PRK07097 PRK07533 PRK08085 PRK07370 PRK07062 KR PRK06181 PRK06194 PRK09072 fabG PRK07775 PRK06180 PRK06125 PRK07454 PRK07806 PRK08278 fabG PRK07201 PRK08219 PRK06196 PRK05650 PRK09291 PRK08267 fabG PRK08263 PRK07832 PRK08339 PRK07024 PRK06482 PRK05866 PRK06940 PRK08159 PRK06182 PRK06505 PRK07023 PRK08017 PRK05876 PRK08594 PRK06179 PRK07984 PRK08303 PRK05854 PRK05693 PRK06483 PRK06603 PRK06914 TT_ORF1 DltE PRK07102 PRK08703 PRK06079 PRK08177 PRK06139 PRK08690 PRK08415 PRK05993 PRK06997 PRK12323 PRK08251 PRK12678 PRK06197 PRK08340 WcaG PRK08862 PRK07904 PRK07764 				Cluster: Os06g0185100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os06g0185100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DE10				CHR06V5|COORD:4275275..4276141|protein versicolorin reductase, putative, expressed		LOC_Os06g08600.1		CUST_14849_PI403524517		5.026164		2.3294578		5.026164		up

		35_15435		0		0.2514844		0.6196151		0.9535804		0.95511293		0.35574055		0.25226116		-0.2587614		-0.20775604		0.38837337		0.02145052		0.64019346		0.36596584		0.20592928		-0.0028967857		-0.20697212		-0.021740437		0.062699795		-0.20194626		-0.004643917		0.37992525		0.3928876		0.3023653		0.0028967857		0.31379843		0.55211115		-0.3087988		-0.2392497		-4.0515285		-4.5676937		-4.8616085		-6.267893		-6.1129513		-6.225478		-6.204254		-6.270753		-4.913336		2.00E-23		CHR1V7|COORD:7900511..7902321| transcription factor/ transferase, transferring glycosyl groups		AT1G22380.1		26.2		0		misc.UDP glucosyl and glucoronyl transferases				 no descriptionvery weakly similar to (84.0)AT1G22380| Symbols:  | transcription factor/ transferase, transferring glycosyl groups | chr1:7900511-7902321 REVERSE		1.00E-29		Cluster: Os02g0578100 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os02g0578100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0E051		7.00E-31		CHR02V5|COORD:22209370..22212603|protein cytokinin-O-glucosyltransferase 2, putative		LOC_Os02g36830.1		CUST_54228_PI403524517		50.278355		5.6518655		50.278355		up

		35_5660		0		0.12274742		0.48595047		0.48187256		0.2505083		0.65578747		0.45484352		0.418005		0.33851624		0.080304146		-0.58979416		-0.23861217		-0.46791077		-0.72365093		-0.90996456		-0.8509865		-0.9818821		-0.96110535		-0.90064144		-0.1587534		0.58615875		0.14534569		0.37027454		0.41824436		0.19425583		0.56497097		0.40683365		0.29088116		0.113295555		-0.13990974		-0.080304146		-0.27706814		-0.17997742		-0.1923151		-0.48299122		-0.6441822		-0.5022888		4.00E-21		CHR2V7|COORD:9751439..9753273| galactosyl transferase GMA12/MNN10 family protein		AT2G22900.1		26.2		0		misc.UDP glucosyl and glucoronyl transferases				 no descriptionvery weakly similar to (95.1)AT2G22900| Symbols:  | galactosyl transferase GMA12/MNN10 family protein | chr2:9751439-9753273 REVERSE		6.00E-41		Rep: Alpha-6-galactosyltransferase - Zea mays (Maize)		UniRef90_Q5TIM9		1.00E-41		CHR02V5|COORD:30045728..30047497|protein glycosyltransferase 6, putative, expressed		LOC_Os02g49140.1		CUST_19538_PI403524517		2.1457078		1.1014537		2.1457078		up

		35_6082		0		-0.16718578		0.019249916		0.0023202896		-1.300272		-1.1434059		-0.9433298		-1.4750471		-1.3728571		-1.3833966		0.1780734		0.22505236		0.35623837		-0.27848482		-0.35385656		-0.19884396		-0.101219654		-0.0023202896		0.1366148		0.30591536		0.9229617		0.5827184		0.5854707		0.38096523		0.42216492		0.4132123		0.2621627		0.38297653		0.34379244		0.7488127		0.38976765		-0.6102853		-0.7159438		-1.0739498		-1.2618113		-1.6045904		-2.1315084		2.00E-28		CHR3V7|COORD:7906897..7908423| AOX1A (alternative oxidase 1A); alternative oxidase		AT3G22370.1		9.4		0		mitochondrial electron transport / ATP synthesis.alternative oxidase				 no descriptionweakly similar to ( 121)AT3G22370| Symbols: ATAOX1A, AOX1A | AOX1A (alternative oxidase 1A); alternative oxidase | chr3:7906897-7908423 FORWARDweakly similar to ( 122)AOX3_SOYBNAlternative oxidase 3, mitochondrial precursor - Glycine max (Soybean)AOX AOX 		3.00E-32		Rep: Alternative oxidase - Triticum aestivum (Wheat)		UniRef90_Q8S914		6.00E-32		CHR04V5|COORD:30070780..30068069|protein transposon protein, putative, unclassified, expressed		LOC_Os04g51150.1		CUST_20953_PI403524517		2.1893063		1.1304737		2.1893063		up

		Contig17965_at		0		0.12605858		0.36623955		0.24833488		0.43335152		0.36623955		0.24225712		0.4840641		0.5525837		-0.5801611		-0.47375202		-1.0880618		-0.063194275		-0.28199863		-0.24249697		-0.071992874		-0.23703861		0.063194275		-0.120504856		1.502264		0.4889078		0.3931942		0.35241318		0.97250557		0.78989506		0.19624615		0.23092556		0.26027775		-0.47101164		-1.1077242		-0.90133		-1.1448045		-1.222641		-0.34613037		-0.31479836		-0.5680618		-0.48826885		2.00E-23		cytochrome c oxidase copper chaperone family protein		At1g53030.1     		9.7		0		mitochondrial electron transport / ATP synthesis.cytochrome c oxidase				cytochrome c oxidase copper chaperone family protein, contains Pfam domian, PF05051: Cytochrome C oxidase copper chaperone (COX17)		6.00E-22		cytochrome c oxidase copper chaperone family protein [Arabidopsis thaliana]		NP_175711.1     				0		0		CUST_5857_PI404877155		2.4720554		1.3057112		2.4720554		up

		Contig1648_at		0		0.849247		1.0190792		0.7495699		1.0203037		0.95056057		1.2317305		1.0759745		1.1672916		1.170681		-0.96840286		-0.82867813		-0.8970728		-0.9668379		-0.9087963		-1.0346155		-0.53111076		-0.47278023		-0.61983395		0.72948647		0.47277927		0.83406067		0.8154011		0.77949524		0.70991135		1.2023783		1.1271296		1.2587137		-0.63681984		-0.9127369		-1.0406017		-1.5533762		-1.6198645		-1.0300722		-1.2898169		-1.470048		-1.159872				glutamine synthetase, putative		At1g66200.1     		12		0		N-metabolism.ammonia metabolism.glutamine synthase				glutamine synthetase				glutamine synthetase isoform GSe2 [Triticum aestivum]		AAR84350.1      				protein putative glutamine synthetase		Os03g50490		CUST_5061_PI404877155		3.553336		1.829174		3.553336		up

		35_15948		0		-0.1825118		0.43396902		0.12562037		0.9690666		1.1878505		1.2711763		0.34137917		0.95482683		1.0726104		-1.697175		-1.4638333		-1.9655519		-0.5046582		-0.60784245		-1.3424354		-0.10146761		-0.07490635		0.07490587		0.48198557		0.21870852		2.1594582		0.9263582		1.3409986		0.7624855		0.9300127		1.0932441		1.1803527		-2.1917543		-1.7466354		-0.46326733		-1.0129819		-0.987659		-1.0951767		-1.4791636		-1.8408742		-2.3811162		6.00E-07		CHR2V7|COORD:8989320..8989742| cell wall protein precursor, putative		AT2G20870.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (50.8)AT2G20870| Symbols:  | cell wall protein precursor, putative | chr2:8989320-8989742 REVERSE		1.00E-29		Cluster: Hypothetical protein OJ1773_H01.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1773_H01.114 - Oryza sativa (japonica cult		UniRef90_Q7XIJ8		5.00E-31		CHR07V5|COORD:22695016..22694260|protein expressed protein		LOC_Os07g37850.1		CUST_56028_PI403524517		5.567057		2.476915		5.567057		up

		35_15950		0		-0.57660866		0.26200724		-0.064371586		1.154335		1.0997467		1.3163404		0.14852428		1.0697441		1.1439486		-2.7447553		-2.9151297		-2.8440633		-0.37132597		-0.5177674		-1.2066216		0.06437111		0.25328207		0.13671112		-0.37108803		0.2441349		0.79937744		0.8497915		1.2518368		0.58823013		0.8149071		0.9383011		1.0700397		-2.970512		-2.1544003		-1.5869122		-1.4806733		-1.3327332		-1.4756894		-1.4732933		-1.9672513		-2.1299105		7.00E-08		CHR2V7|COORD:8989320..8989742| cell wall protein precursor, putative		AT2G20870.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (50.4)AT2G20870| Symbols:  | cell wall protein precursor, putative | chr2:8989320-8989742 REVERSE		3.00E-36		Cluster: Hypothetical protein OJ1773_H01.114; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1773_H01.114 - Oryza sativa (japonica cult		UniRef90_Q7XIJ8		1.00E-37		CHR07V5|COORD:22695016..22694260|protein expressed protein		LOC_Os07g37850.1		CUST_56036_PI403524517		5.769895		2.5285451		5.769895		up

		35_16249		0		0.1054163		0.24079704		-0.11345863		0.021806717		-0.122262955		-0.06637573		0.20660877		0.22919464		0.26429272		-0.46352005		-0.59931755		-0.37329102		0.016568184		-0.13426208		0.18878841		0.04820347		0.039479256		-0.016568184		0.18922138		-0.09904289		0.06196022		0.13595867		0.041750908		0.07103729		0.39744854		0.21102905		0.19107914		-0.3352394		-0.6255474		-0.5275841		-1.2024899		-0.8752947		-1.0009909		-1.1613655		-1.1896057		-1.216567				CHR3V7|COORD:1593546..1594808| rubber elongation factor (REF) family protein		AT3G05500.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 183)AT3G05500| Symbols:  | rubber elongation factor (REF) family protein | chr3:1593546-1594808 FORWARDweakly similar to ( 158)Y5940_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned REF PRK07764 PRK12678 PRK12323 infB Tymo_45kd_70kd PRK07003 APC_basic 				Cluster: Stress-related protein-like protein; n=3; Oryza sativa (japonica cultivar-group)|Rep: Stress-related protein-like protein - Oryza sativa (japonica		UniRef90_Q84PD3				CHR07V5|COORD:28408847..28411462|protein stress-related protein, putative, expressed		LOC_Os07g47510.1		CUST_57016_PI403524517		2.0522923		1.0372363		2.0522923		up

		35_1969		0		0.09347248		0.21377373		0.10470295		0.03923893		-0.040524483		-0.03125477		-0.21410656		-0.13287354		-0.092022896		0.31478405		0.3452835		0.37240505		0.11271095		0.14364624		0.24087143		0.019597054		-0.019838333		0.03774166		0.4758072		0.24405098		0.3396263		0.06999302		0.12853146		0.055952072		-0.044237137		-0.12234783		-0.019598007		-0.4531088		-0.6473074		-0.60278034		-1.3081541		-1.3799334		-1.4166718		-1.4571915		-1.4284382		-1.3936281				CHR5V7|COORD:22364863..22367635| 2-oxoacid dehydrogenase family protein		AT5G55070.1		35.1		0		not assigned.no ontology				 no descriptionhighly similar to ( 529)AT5G55070| Symbols:  | 2-oxoacid dehydrogenase family protein | chr5:22364863-22367635 FORWARDnot assigned not assigned not assigned not assigned PRK05704 AceF PRK11856 2-oxoacid_dh PRK11855 aceF PRK11857 kgd PRK11892 Biotin_lipoyl AccB PRK09282 				Rep: H0718E12.4 protein - Oryza sativa (Rice)		UniRef90_Q01LB1				CHR04V5|COORD:19190888..19195380|protein dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial		LOC_Os04g32330.1		CUST_7101_PI403524517		2.37201		1.2461101		2.37201		up

		35_22286		0		-0.6584463		-0.3255217		-0.74725795		-0.08822703		0.0945282		-0.02516365		-0.40996766		-0.16316342		0.529017		-0.14507031		-0.7669461		0.17510891		1.0475783		1.035068		1.3990297		0.83198404		0.47180796		0.53270054		0.26373434		0.02516365		0.42502165		0.751699		0.20099306		0.28559208		0.98046446		1.0323129		0.9110265		-1.7895961		-2.755762		-1.493968		-2.0948777		-2.6179576		-2.6925051		-2.0983477		-2.0151377		-1.8384793		4.00E-23		CHR5V7|COORD:7254070..7255869| hydrolase, alpha/beta fold family protein		AT5G21950.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 104)AT4G33180| Symbols:  | hydrolase, alpha/beta fold family protein | chr4:16000285-16002058 FORWARDnot assigned not assigned not assigned MhpC PRK12323 				Cluster: P0028E10.22 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: P0028E10.22 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q9AS70				CHR01V5|COORD:3515962..3513465|protein hydrolase, putative, expressed		LOC_Os01g07420.1		CUST_77743_PI403524517		6.48434		2.6969597		6.48434		up

		35_22300		0		0.2751751		0.46735954		0.38835812		0.76751137		0.75787354		0.80362415		0.78469753		0.8194227		0.8515816		-0.65046453		-0.7737012		-0.31337976		-0.41645813		-0.4960847		-0.6673999		-0.6292		-0.5675192		-0.6895809		0.7035656		0.64138985		0.736351		0.8575716		0.69110966		0.7910814		0.78259087		1.0091124		0.9328594		-0.6391678		-0.61612797		-0.355062		-0.36717796		-0.27517462		-0.3180337		-0.44598103		-0.48048067		-0.5220337				CHR1V7|COORD:26135156..26136597| methyltransferase		AT1G69526.2		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 216)AT1G69526| Symbols:  | methyltransferase | chr1:26135156-26136597 FORWARDvery weakly similar to (55.8)SMT2_ORYSAnot assigned not assigned Methyltransf_11 PRK08317 UbiE ubiE arsM Ubie_methyltran SmtA UbiG Methyltransf_12 				Cluster: UbiE/COQ5 methyltransferase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: UbiE/COQ5 methyltransferase-like - Oryza sativa (japonica		UniRef90_Q6Z2U2				CHR02V5|COORD:31204320..31206791|protein S-adenosylmethionine-dependent methyltransferase/ methyltransferase, putative, expressed		LOC_Os02g51030.1		CUST_77787_PI403524517		2.3546097		1.2354879		2.3546097		up

		35_32072		0		0.42851067		0.8120003		0.54902935		0.49579906		0.35148144		0.20269108		0.50696945		0.40923786		0.31944752		-0.12846088		0.06454086		-0.034108162		-0.6970663		-1.0008898		-0.87431526		-0.9162636		-0.9293003		-0.9776945		0.19351482		0.07591343		0.1973362		-0.07685566		0.21229076		0.0800066		0.6669693		-0.107263565		0.015222549		0.08791733		-0.015223503		-0.30166245		-1.4290285		-1.5616617		-1.2814112		-1.7541895		-1.8901138		-1.8423405		7.00E-11		CHR2V7|COORD:16564116..16564379| DVL11/RTFL8 (ROTUNDIFOLIA LIKE 8)		AT2G39705.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (62.4)AT2G39705| Symbols: RTFL8, DVL11 | DVL11/RTFL8 (ROTUNDIFOLIA LIKE 8) | chr2:16564116-16564379 FORWARD		7.00E-13		Cluster: Hypothetical protein P0406G08.33; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0406G08.33 - Oryza sativa (japonica cultivar-g		UniRef90_Q5N9W1		5.00E-13		CHR03V5|COORD:9136936..9136640|protein expressed protein		LOC_Os03g16600.1		CUST_112992_PI403524517		2.089549		1.0631917		2.089549		up

		35_6043		0		0.38944435		-0.06016922		-0.4366789		0.91778946		0.43945026		1.3514509		-1.3855338		1.5319357		1.4027033		-1.0766711		-0.73332214		-0.77809095		0.5709591		0.8097811		1.254509		0.1503725		-0.07667065		0.06016922		-1.94449		-0.66332054		0.2627926		1.2335625		1.0746965		0.99379826		0.6357956		1.3724642		-0.12793541		-3.0123882		-1.7036886		0.46450996		-3.7220473		-3.528524		-3.869196		-3.171782		-3.7049909		-3.772738		1.00E-20		CHR4V7|COORD:6374801..6375073| wound-responsive family protein		AT4G10270.1		35.1		0		not assigned.no ontology				 no descriptionvery weakly similar to (78.6)AT4G10270| Symbols:  | wound-responsive family protein | chr4:6374801-6375073 FORWARD		5.00E-34		Cluster: H0315F07.12 protein; n=10; Oryza sativa|Rep: H0315F07.12 protein - Oryza sativa (Rice)		UniRef90_Q259Z0		2.00E-35		CHR04V5|COORD:32104684..32100580|protein retrotransposon protein, putative, unclassified		LOC_Os04g54280.1		CUST_20810_PI403524517		9.230876		3.2064676		9.230876		up

		35_7935		0		0.023449898		-0.011356354		-0.035920143		-0.0014982224		-0.0036592484		0.0014982224		-0.029579163		-0.072280884		-0.29319954		-0.07014942		-0.12961864		0.008424759		-0.0068483353		0.1106205		0.084721565		0.032395363		0.021653175		0.099656105		1.0978346		0.8607712		0.9058113		1.1293449		1.0656357		1.0371056		1.1022701		1.1222954		1.0570717		-0.097356796		-0.075437546		-0.04663372		-0.12685299		-0.0747509		-0.060364723		-0.07875919		-0.0071086884		0.030900002				CHR3V7|COORD:21555166..21556958| PBS lyase HEAT-like repeat-containing protein		AT3G58180.1		35.1		0		not assigned.no ontology				 no descriptionmoderately similar to ( 288)AT3G58180| Symbols:  | PBS lyase HEAT-like repeat-containing protein | chr3:21555166-21556958 FORWARDmoderately similar to ( 362)DOHHB_ORYSAnot assigned COG1413 				Cluster: Os12g0626100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os12g0626100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0ILS4				CHR12V5|COORD:26728768..26725980|protein HEAT-like, putative, expressed		LOC_Os12g43100.1		CUST_27413_PI403524517		2.1459427		1.1016116		2.1459427		up

		35_8775		0		0.5130701		0.6025791		0.4201517		0.4248247		0.40415668		0.2422123		0.3948984		0.50107956		0.48696232		-0.38087177		-0.19045162		-0.47165298		-0.14932537		-0.15598965		-0.32953644		-0.21702003		-0.6262274		-0.2887764		0.14932537		0.5211296		0.38164997		0.4978571		0.532814		0.47867012		0.49508953		0.48149395		0.49823666		-0.34531975		-0.35413647		-0.33000946		-0.70608234		-0.6257343		-0.5395508		-0.86328506		-0.63749886		-0.66224766				CHR4V7|COORD:14119554..14121929| alcohol oxidase-related		AT4G28570.1		35.1		0		not assigned.no ontology				 no descriptionweakly similar to ( 186)AT4G28570| Symbols:  | alcohol oxidase-related | chr4:14119554-14121929 FORWARDnot assigned not assigned not assigned BetA PRK07764 GMC_oxred_C PRK12323 				Cluster: Putative alcohol oxidase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative alcohol oxidase - Oryza sativa (japonica cultivar-group)		UniRef90_Q6K9N5				CHR02V5|COORD:24749036..24743573|protein oxidoreductase, putative, expressed		LOC_Os02g40840.1		CUST_30399_PI403524517		2.0154831		1.0111257		2.0154831		up

		35_10841		0		1.2254953		1.1090837		1.4063482		1.0867419		0.99148655		1.1225843		0.9973302		0.7207837		0.003587246		0.011838913		0.13376093		0.041615963		-0.36030388		-0.13260746		-0.68792963		-0.21722984		0.3283143		-0.003587246		0.40034008		-0.012440205		0.1625309		0.83398104		0.67733717		0.09510851		-0.63901234		-1.2380877		-1.1192031		-0.93158674		-0.6862979		-1.0442533		-1.0575881		-0.8209748		-0.6771045		-0.97694445		-1.1902351		-1.4904866		7.00E-45		CHR5V7|COORD:1155986..1158621| C2 domain-containing protein (sytC)		AT5G04220.2		35		0		not assigned.no ontology.C2 domain-containing protein				 no descriptionweakly similar to ( 175)AT5G04220| Symbols:  | C2 domain-containing protein (sytC) | chr5:1155986-1158621 REVERSEC2 C2 C2 				Cluster: Putative CLB1 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CLB1 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q655F0				CHR06V5|COORD:28557294..28563764|protein calcium lipid binding protein-like, putative, expressed		LOC_Os06g47130.1		CUST_37647_PI403524517		2.0864685		1.0610632		2.0864685		up

		35_10922		0		0.70835876		0.06849384		0.59457016		0.36509895		0.35294533		0.34601974		0.7633896		0.6202078		0.43997097		-0.70561695		-1.405551		-1.3867359		-0.4117937		-0.66997623		-0.78267384		-1.2666516		-1.2666516		-1.3323774		-0.20563126		0.08032513		-0.17717361		-0.060619354		-0.22999287		-0.1784811		0.0606184		-0.09046936		-0.28944016		-1.4035339		0.7636547		-0.14356232		0.49645233		1.0385981		0.9136486		0.98370457		0.78863716		0.9287834				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_37952_PI403524517		2.825615		1.4985648		2.825615		up

		35_11685		0		-0.1010313		-0.0952425		0.14240265		0.15467644		0.13805962		0.13214684		0.08351803		0.15683746		0.15877342		-0.38617897		-0.11823177		-0.23191261		0.2197113		0.2670431		0.045378685		0.43583202		0.45665646		0.4454012		-0.478364		0.29104042		-0.24635983		0.002289772		-0.11440849		0.08016682		-0.002289772		0.17403412		0.13493538		-1.971384		-2.168644		-1.895155		-1.5117989		-1.4665871		-1.3347206		-1.28753		-1.0959797		-1.2039671				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_40632_PI403524517		2.8893738		1.5307568		2.8893738		up

		35_11836		0		-0.020134449		1.8750367		0.020133972		-0.35863876		-0.024154663		0.18250847		0.6796918		0.117874146		0.43952656		-1.7338221		-1.721591		-1.0392087		-0.48767424		-0.8236735		-0.54241467		-1.0321853		-1.3058403		-1.1233387		2.2831488		-0.77717924		2.3965545		-0.16775036		-0.2673483		-0.30985737		1.1601171		0.7773323		0.3637352		-2.4479628		-0.048250675		0.8734107		1.6765146		1.9795885		1.3838348		2.0136857		1.5293837		1.4554048				0		0		35.2		0		not assigned.unknown				 no description		3.00E-07		Cluster: Os05g0355300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0355300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DIX0		1.00E-08		CHR05V5|COORD:16772537..16769917|protein PIT1, putative, expressed		LOC_Os05g28730.1		CUST_41176_PI403524517		2.663845		1.4135102		2.663845		up

		35_12227		0		0.12427807		0.33938122		0.3205576		0.64485264		0.694582		0.8266163		1.0110369		0.9823265		0.7954569		-1.0058498		-0.7301607		-0.8058243		-0.5606966		-0.7207575		-0.9254627		-0.3664379		-0.29783344		-0.34993172		-0.45517826		0.5953188		0.12029743		0.7915163		0.8395405		0.631299		0.9435358		1.0890703		1.2627115		-0.60856915		-0.67098236		-0.43781185		-0.12029743		0.15206909		-0.13122559		-0.45724678		-0.59627056		-0.569932		3.00E-10		CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein		AT4G13340.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned Drf_FH1 		5.00E-25		Cluster: Putative LRP1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative LRP1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q941Y5		2.00E-26		CHR01V5|COORD:42366471..42364016|protein LRP1, putative, expressed		LOC_Os01g72490.2		CUST_42559_PI403524517		2.4250336		1.2780048		2.4250336		up

		35_12721		0		2.3379433		1.5040233		2.102833		2.2158258		2.1320484		1.2352579		1.4295061		2.2914612		2.6370351		0.5590193		-2.054906		-0.51104355		0.70505977		1.1269829		1.8501637		2.2545865		-1.2186272		-1.1234977		-1.8180557		-1.2259953		-2.469636		-1.2166047		-0.49896598		-0.2920773		-0.36425447		-0.5692508		0.8323662		-1.0052311		-0.42838216		-1.6219468		0.06468868		0.5360906		-1.2203679		0.7228596		-0.06468868		-0.45206428				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_44342_PI403524517		3.5086367		1.8109106		3.5086367		up

		35_1304		0		0.1167326		0.0774622		0.015786171		-0.7683859		-0.65343		-0.69679356		-0.59687996		-0.33501053		-0.15686512		0.8882446		0.114741325		0.2730503		0.66394234		1.1052485		1.4903212		3.192295		3.2460642		3.2550344		-0.122151375		0.0066814423		-0.0066814423		0.44874096		0.42547703		0.2656269		0.4955759		0.3050661		-0.013626099		-0.94794464		-0.78819656		-0.6043205		-2.708974		-2.670557		-2.7469177		-2.4172134		-2.5568237		-2.4596424		2.00E-15		CHR4V7|COORD:7924349..7925013| four F5 protein-related / 4F5 protein-related		AT4G13615.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 4F5 		3.00E-20		Cluster: Hypothetical protein P0040B10.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040B10.3 - Oryza sativa (japonica cultivar-gro		UniRef90_Q5TKD0		1.00E-21		CHR05V5|COORD:19750857..19755199|protein 4F5 protein family protein		LOC_Os05g33700.1		CUST_4726_PI403524517		4.5614033		2.1894777		4.5614033		up

		35_1306		0		0.11645889		0.066106796		0.023309708		-0.7248144		-0.6084242		-0.6745024		-0.54411507		-0.35229683		-0.11324406		0.9444113		0.17511272		0.30092907		0.7097225		1.1356821		1.5617085		3.2828474		3.365736		3.3089123		-0.09259319		-0.042593002		-0.014352798		0.45209122		0.42110252		0.29472923		0.5888958		0.31897926		0.014352798		-0.8781233		-0.7621927		-0.5650549		-2.6287336		-2.6038017		-2.7073278		-2.3578348		-2.5413685		-2.441206		8.00E-17		CHR4V7|COORD:7924349..7925013| four F5 protein-related / 4F5 protein-related		AT4G13615.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 4F5 		5.00E-20		Cluster: Hypothetical protein P0040B10.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040B10.3 - Oryza sativa (japonica cultivar-gro		UniRef90_Q5TKD0		2.00E-21		CHR05V5|COORD:19750857..19755199|protein 4F5 protein family protein		LOC_Os05g33700.1		CUST_4734_PI403524517		4.46442		2.1584728		4.46442		up

		35_1372		0		0.302289		0.6879835		0.8725939		0.3980875		0.6541891		0.33553123		0.4728384		0.55337524		0.5272684		-0.034457207		-0.015087128		-0.2265606		-0.8737831		-1.0143099		-0.8131981		-0.5438299		-0.48916626		-0.5029478		0.48064137		0.24033928		0.38600826		-0.23443508		0.43514538		-0.3638487		0.046085358		-0.43090248		-0.38556385		1.1526594		1.2190552		0.45511246		-0.21474075		-0.10738945		0.015087128		-0.044311523		-0.14256		-0.25553513				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_4979_PI403524517		2.0495076		1.0352774		2.0495076		up

		35_14		0		0.30995703		-0.06972456		0.22445965		-0.71360445		-0.23705578		-0.46537733		0.06972408		-0.95868206		-0.104086876		-0.98699427		-1.0971651		-2.2885344		1.4033089		1.4766283		3.49755		3.6880121		3.482026		3.508912		0.6987562		0.6586795		0.8633537		0.9366894		0.43842268		0.19686222		1.1733708		0.44117737		0.08690357		-0.83165836		-0.7620039		-0.65863323		-0.6190653		-0.77667475		-0.66432714		-0.88304615		-1.0712981		-1.7137609		8.00E-35		CHR5V7|COORD:16190850..16191968| OLEO2 (OLEOSIN 2)		AT5G40420.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (82.8)OLEO2_ORYSAnot assigned not assigned not assigned Oleosin PRK12323 PRK07003 PRK07764 PRK12678 PRK12372 				Rep: High molecular weight oleosin - Hordeum vulgare (Barley)		UniRef90_Q43769				CHR03V5|COORD:27972011..27971039|protein oleosin 18 kDa, putative, expressed		LOC_Os03g49190.1		CUST_55_PI403524517		2.8229177		1.497187		2.8229177		up

		35_14318		0		-0.51116085		0.18488216		0.029464722		-0.029464722		0.18666553		-0.1565485		1.1637573		0.73820305		0.42776775		-1.1552525		-0.27377224		-0.13597393		-1.539712		-2.041418		-1.3486166		-1.2065687		-1.3209286		-1.2592068		0.7229881		1.3329277		1.1852598		1.1147156		1.4350538		1.0627298		1.3687267		0.5862503		0.75195503		0.87686443		0.8654289		0.3037901		-0.95975494		-0.9509535		-0.9674368		-0.96901226		-0.64839363		-0.5888834				0		0		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 340)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)				Cluster: 23 kDa jasmonate-induced protein; n=1; Hordeum vulgare|Rep: 23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)		UniRef90_P32024		9.00E-30		CHR04V5|COORD:14015791..14016744|protein jasmonate-induced protein, putative		LOC_Os04g24478.1		CUST_50174_PI403524517		2.638804		1.3998842		2.638804		up

		35_14541		0		2.3396714		2.1788352		2.4134405		2.2422864		2.145707		2.2029068		2.3870542		2.301645		2.4414527		1.3193209		0.15369844		0.8772962		1.4693434		1.703007		0.7492211		1.6418383		1.37627		1.9784501		-1.4802184		-1.3258679		-1.4848053		-0.63968444		-1.4569044		-1.5200435		-1.4777299		-1.4394084		-0.5154309		-1.5197551		-1.0919913		-0.15369844		-1.4919733		-1.4894284		-1.5001541		-1.4874159		-1.4966202		-1.4992306		7.00E-22		CHR5V7|COORD:26535737..26536379| RAB18 (RESPONSIVE TO ABA 18)		AT5G66400.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 109)DHN2_HORVUDehydrin DHN2 - Hordeum vulgare (Barley)not assigned not assigned Dehydrin PRK12678 PRK12323 				Rep: Dehydrin DHN2 - Hordeum vulgare (Barley)		UniRef90_P12952		2.00E-38		CHR11V5|COORD:14843591..14842298|protein water stress-inducible protein Rab21, putative, expressed		LOC_Os11g26790.1		CUST_50991_PI403524517		2.0601196		1.0427281		2.0601196		up

		35_15173		0		0.57602024		0.7304859		0.835989		1.3707323		1.4843988		1.2843046		2.0836506		1.8018618		1.7447767		-0.37784004		0.21457386		0.12337589		-0.07853317		-0.36647797		-0.3709612		-0.05632782		-0.017673492		0.017674446		-0.5639124		-0.4107399		-0.3400898		0.18214226		0.64216137		-0.055583		0.9795666		0.09130001		0.34572697		0.19467735		-0.18068409		-0.7138624		-1.1705704		-1.4587536		-1.1162357		-1.2480707		-1.1138659		-1.1014652				0		0		35.2		0		not assigned.unknown				 no description				Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)		UniRef90_Q43490		8.00E-40		CHR04V5|COORD:14003269..14004470|protein phytase, putative		LOC_Os04g24460.1		CUST_53322_PI403524517		2.6850228		1.4249344		2.6850228		up

		35_15176		0		-0.5751343		-0.1020689		-0.1034832		-0.054652214		0.17932129		-0.044412613		0.8393364		0.46540546		0.3251238		-1.2453451		-0.28968143		-0.44953346		-1.8301754		-2.1690006		-1.1039019		-1.8212013		-1.8699703		-1.9159307		1.1728144		1.3544979		1.2850904		1.0508308		1.4678259		1.1157589		1.1193953		0.77832985		0.99288845		1.0284004		0.87073135		0.55491066		0.029376984		0.043722153		-0.124578476		-0.04326725		-0.16014671		-0.029376984				0		0		35.2		0		not assigned.unknown				 no description				Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)		UniRef90_Q43490		2.00E-16		CHR04V5|COORD:14003269..14004470|protein phytase, putative		LOC_Os04g24460.1		CUST_53333_PI403524517		2.855607		1.5137974		2.855607		up

		35_15177		0		0.3244171		0.78648376		0.8082237		1.0733814		1.2534952		1.0907593		2.1935225		1.6781855		1.5502663		-0.3581605		0.24464607		0.073180676		-0.5085492		-0.7880764		-0.90417814		-0.031762123		-0.082912445		-0.043708324		0.052962303		-0.4217944		-0.4629526		-0.30709457		1.9513655		0.14879799		0.7200756		-0.038990498		0.30732346		0.031762123		0.86359596		-1.0491905		-1.1821012		-1.7015595		-1.2866158		-1.5275269		-1.4609528		-1.3890324				0		0		35.2		0		not assigned.unknown				 no description				Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)		UniRef90_Q43490		3.00E-27		CHR04V5|COORD:14003269..14004470|protein phytase, putative		LOC_Os04g24460.1		CUST_53338_PI403524517		2.7549543		1.4620284		2.7549543		up

		35_1586		0		0.39021683		-0.15035439		0.30840588		0.8773346		0.45250416		0.7917433		1.6142693		1.0454178		1.0707197		-0.70439434		-0.8159108		-0.54045296		-1.1330624		-1.2745976		-1.3139372		-1.1066871		-1.1918874		-1.0194325		0.50619316		-1.1878557		0.0097875595		-0.10946274		-0.08897114		-0.009786606		0.058873177		-0.14981556		-0.50154114		0.11043167		-0.20223904		-0.17222977		1.0142279		1.064003		1.1096506		1.468401		1.5855675		1.5587244				CHR3V7|COORD:5356789..5358425| similar to Os03g0586500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050569.1); similar to expressed protein [Oryza		AT3G15840.1		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 298)AT3G15840| Symbols:  | similar to Os03g0586500 [Oryza sativa (japonica cultivar-group)] (GB:NP_001050569.1); similar to expressed protein [Oryza sativa (japonica cultivar-group)] (GB:ABF97352.1) | chr3:5356789-5358425 REVERSEnot assigned 				Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q6F2V2				CHR03V5|COORD:21589502..21591873|protein expressed protein		LOC_Os03g38950.1		CUST_5742_PI403524517		3.2996		1.7222911		3.2996		up

		35_16526		0		-0.32852364		-1.0403876		0.061419964		-0.07730627		-0.2572689		0.09141922		0.4186802		0.29787588		0.14716291		-1.483633		-0.72030354		-1.1548448		-1.8047273		-1.8798192		-1.8004789		-1.0016861		-0.7511735		-0.6513052		0.066868305		-0.46005964		-0.31863546		-0.070361614		-0.24991989		-0.05253887		0.20650768		0.06951618		0.23602057		0.602787		1.00807		0.05253887		1.0806222		1.541378		1.1186118		1.587183		1.3779178		1.4212503				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_57972_PI403524517		2.2555032		1.1734493		2.2555032		up

		35_17865		0		-1.7636797		-0.9134276		-1.2743986		-2.01225		-1.394315		-0.9516432		-0.44624257		-0.60583067		0.048469067		0.6775155		-0.24410701		1.0944686		-0.04846883		0.45671225		-0.59514284		-0.11098099		-0.114975214		0.049248934		1.1336808		2.7969851		1.7305465		1.1806154		1.6819797		0.9051876		2.6105528		2.072144		2.3426628		1.3052039		1.2425828		1.4611473		-0.41996336		-0.08905649		-1.2174835		1.2352905		-0.0952332		-1.402672		1.00E-17		CHR1V7|COORD:9078127..9079563| proline-rich extensin-like family protein		AT1G26240.1		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_62658_PI403524517		3.0395079		1.6038377		3.0395079		up

		35_17866		0		-0.67249393		-0.7847748		-0.764493		-0.9005747		-0.99494267		-0.6593504		0.02470398		-0.4346857		-0.47678566		0.015930176		-0.45498753		-0.015151978		-0.14807415		-0.12914658		-0.7381487		-0.52348995		-0.53213406		-0.53147316		0.85700893		2.0127258		1.3609028		1.348897		1.6484175		1.0959206		2.108717		1.862093		1.7430067		0.70259094		0.5238819		0.5995016		-0.24524403		0.015151978		-0.20083046		1.2895527		0.3903227		0.38777733				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_62664_PI403524517		2.2579262		1.1749983		2.2579262		up

		35_17919		0		0.21155071		0.4447317		0.6301651		-0.25879192		-0.26978493		0.046590805		0.0082092285		0.13106918		-0.11911297		-0.7633028		-0.5198126		0.43288994		-0.20378208		-0.38969898		-0.12300396		2.3528738		2.3559513		2.3184004		1.8287334		0.51248264		1.8861713		-0.008210182		0.4973936		0.05881405		0.4474268		0.47830296		1.458128		-0.16353989		-0.4383154		-1.1110401		-1.5189543		-1.3991671		-1.5186567		-1.7133703		-1.8926477		-1.9755335		5.00E-12		CHR1V7|COORD:25411706..25413816| TEL2 (TERMINAL EAR1-LIKE 2); RNA binding		AT1G67770.1		35.2		0		not assigned.unknown				 no descriptionPRK07764 PRK12323 		4.00E-15		Cluster: Hypothetical protein OJ2056_H01.29; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ2056_H01.29 - Oryza sativa (japonica cultiv		UniRef90_Q6ZGX3		2.00E-16		CHR02V5|COORD:29807417..29807626|protein hypothetical protein		LOC_Os02g48710.1		CUST_62843_PI403524517		4.2839475		2.0989408		4.2839475		up

		35_20005		0		0.15439081		0.46928644		0.27589178		0.7525439		0.6840377		0.8414655		1.13695		1.0114484		1.1469932		-0.8771734		-0.5922723		-0.6515641		-0.22808075		-0.21841669		-0.32820702		-0.50933266		-0.6560073		-0.52448463		0.36385536		0.3656516		0.6534867		0.63651514		1.0616984		0.80298185		1.433927		1.2605815		1.4540992		-0.43695545		-0.36640644		-0.15439081		-1.0605464		-0.9297018		-1.1094651		-0.9141178		-1.2872629		-1.2232575		2.00E-20		CHR3V7|COORD:5065452..5066183| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Os04g0413900 [Oryza sativa (japonica		AT3G15040.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (59.3)AT3G15040| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT4G21970.1); similar to Os04g0413900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001052750.1); similar to Os01g0862600 [Oryza sativa (japonica cultivar-group)] (GB:NP_001044884.1); similar to hypothetical protein LOC_Os10g27350 [Oryza sativa (japonica cultivar-group)] (GB:AAP53748.1); contains InterPro domain Protein of unknown function DUF584; (InterPro:IPR007608) | chr3:5065452-5066183 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned DUF584 PRK07764 PRK07003 PRK12323 PRK12678 Tymo_45kd_70kd DUF1509 				Rep: H0501D11.6 protein - Oryza sativa (Rice)		UniRef90_Q01IJ8				CHR04V5|COORD:26917960..26925204|protein expressed protein		LOC_Os04g45834.2		CUST_69916_PI403524517		2.3436017		1.2287273		2.3436017		up

		35_20458		0		0.22576284		0.059230328		-0.062007427		0.34858656		0.47049713		0.42561722		0.5494647		0.7518778		0.7484069		-0.74636173		-0.58527327		-0.33921814		-0.691823		-1.2926188		-1.5882614		-1.6424096		-1.2247424		-1.2909865		0.10778093		-0.3700428		-0.36528873		-0.520988		-0.3241539		-0.6344576		-0.070234776		0.30994272		0.076081276		-0.29347706		-0.059230804		0.29774904		1.894084		1.9311671		1.835823		2.027876		1.9596195		1.4994311		1.00E-23		CHR3V7|COORD:2442500..2443907| COL9 (CONSTANS-LIKE 9); zinc ion binding		AT3G07650.3		35.2		0		not assigned.unknown				 no descriptionCCT 		1.00E-30		Cluster: Os06g0298200 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os06g0298200 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DCR8		5.00E-32		CHR06V5|COORD:11075720..11069109|protein CCT motif family protein, expressed		LOC_Os06g19444.2		CUST_71409_PI403524517		2.704682		1.435459		2.704682		up

		35_20475		0		1.7394395		1.590951		2.0206914		3.1736627		2.9181323		3.0484118		3.6319242		3.619969		3.5184636		1.1119442		1.0469251		0.8035846		2.0524383		2.1989818		0.86525154		2.681006		2.6686578		2.6912236		-4.9912586		-3.940264		-4.6480446		-1.9264073		-2.6309476		-2.2518492		-1.1086059		-0.8035846		-0.89957		-3.555684		-5.0063887		-3.5315888		-3.5858107		-2.4526756		-3.9693298		-3.1573462		-3.806592		-2.3114285				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_71460_PI403524517		2.0219352		1.0157368		2.0219352		up

		35_21469		0		0.48143482		0.2561369		0.57156086		0.6162605		0.71510315		0.4361949		0.7998748		0.6514082		-0.05246353		-1.3454375		-1.2814946		-1.1293626		-1.7349453		-1.7045131		-2.250092		-1.8220415		-1.5351238		0.05246353		0.5653715		0.75345993		0.37264442		0.9786854		1.5403495		0.8660574		0.34768486		0.34768486		0.23269606		-1.3744812		-1.9204383		-1.3821902		-0.7934437		-1.2709622		-1.5159168		-1.2764573		-0.6079664		-1.0699697		4.00E-06		CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein		AT4G13340.1		35.2		0		not assigned.unknown				 no description		4.00E-29		Cluster: Hypothetical protein P0005C02.106; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0005C02.106 - Oryza sativa (japonica cultivar		UniRef90_Q7EZU0		2.00E-30		CHR08V5|COORD:13840282..13840959|protein expressed protein		LOC_Os08g23170.1		CUST_74881_PI403524517		3.7685413		1.9140062		3.7685413		up

		35_21588		0		0.4172001		0.46420336		0.31176138		0.44067907		0.23637629		0.5944066		0.34802008		0.52251244		0.62468195		-4.352776		-3.4802926		-2.291104		-0.19041777		-0.83747196		-1.4260244		-0.9573827		-0.6209202		-0.5797224		0.19041824		0.9453764		0.50619316		1.2380171		1.2846756		1.1623611		1.3785911		1.5505533		1.8222942		-1.9600906		-2.1879606		-0.9336872		-0.59174013		-0.26557732		-0.38602495		-0.9416008		-1.5805202		-1.7582014		2.00E-07		CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein		AT2G29210.1		35.2		0		not assigned.unknown				 no description		4.00E-40		Cluster: Putative anthocyanin 5-aromatic acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin 5-aromatic acyltransferase - Ory		UniRef90_Q8LND6		2.00E-41		CHR10V5|COORD:13282773..13280395|protein transferase family protein, expressed		LOC_Os10g26290.1		CUST_75313_PI403524517		4.220249		2.0773282		4.220249		up

		35_21785		0		-0.13875008		-0.21887493		0.0316267		0.15530014		0.08351517		0.16541481		0.2883005		0.18520832		0.19791698		-0.14340878		-0.005879402		0.036834717		0.0124902725		-0.33870792		-0.01626873		0.0012521744		0.076423645		1.22E-04		-0.327343		-1.22E-04		-0.38888454		0.28285027		0.053507805		0.18855953		0.12195206		0.29678345		0.12335014		-3.2284985		-6.254731		-4.0317006		-7.6045437		-7.8890505		-6.4097323		-7.8172092		-7.5248575		-8.808299		2.00E-29		CHR4V7|COORD:8579543..8581175| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56660.1); similar to Phyb1 [Pimpinella brachycarpa]		AT4G15030.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 122)AT4G15030| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G56660.1); similar to Phyb1 [Pimpinella brachycarpa] (GB:AAC31614.1); contains domain ACID PHOSPHATASE-RELATED (PTHR11567); contains domain UNCHARACTERIZED (PTHR11567:SF1) | chr4:8579543-8581175 FORWARDnot assigned 		5.00E-29		Rep: Phyb1 - Pimpinella brachycarpa		UniRef90_O81652		1.00E-34		CHR11V5|COORD:24756530..24761219|protein protein FRA10AC1, putative, expressed		LOC_Os11g42000.1		CUST_75995_PI403524517		100.964005		6.657697		100.964005		up

		35_22575		0		-0.14812899		-0.03767252		-0.1837511		0.26759863		0.076049805		0.31442118		0.65986204		0.7094159		0.63903093		-0.9313865		-0.76186085		-0.37496233		-0.019969463		0.019969463		-0.6205368		1.3380466		1.091352		1.1184621		0.42498827		-0.13425589		0.24419832		0.1387744		0.4765458		0.48563147		0.9386668		1.0981011		1.3057876		-0.38738918		-0.064689636		-0.9779196		-0.7093916		-0.6597676		-0.40519524		-0.4831624		-0.66277695		-0.6893368				0		0		35.2		0		not assigned.unknown				 no descriptionRhaT DUF6 				Cluster: Hypothetical protein OSJNBb0022E02.3; n=2; Oryza sativa|Rep: Hypothetical protein OSJNBb0022E02.3 - Oryza sativa (Rice)		UniRef90_Q94GS4				CHR03V5|COORD:28419725..28422846|protein integral membrane protein DUF6 containing protein, expressed		LOC_Os03g49940.1		CUST_78731_PI403524517		2.1631272		1.1131185		2.1631272		up

		35_22886		0		-1.3889303		-1.366209		-1.3380308		-0.30776787		-0.45379925		-0.16080856		-0.050517082		-0.27903843		-0.08507252		-1.1735735		-0.8738346		-1.2568569		-0.11821556		0.14513111		0.08628273		0.5096998		0.64581585		0.5283823		0.8936882		1.3119831		0.96826935		1.9045858		2.0525217		1.9021187		1.9021187		1.981451		2.121829		-0.7052212		-0.7064476		-0.1523304		0.15553474		0.17941952		0.050518036		0.11613083		-0.09166527		-0.111104965				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_79807_PI403524517		3.5101333		1.8115258		3.5101333		up

		35_23189		0		0.2418251		-0.20857334		0.074193954		0.4731207		0.29989433		0.24652481		0.84878826		0.7601633		0.5771713		-0.61354685		-0.89913034		-0.610795		-0.58929205		-0.75413513		-0.7601342		-1.1414986		-1.1757989		-1.0786014		-0.15677643		-0.50452185		-0.5346198		-0.21017075		-0.018980026		0.018980026		0.32290077		0.3256979		0.21520329		-0.4369421		-0.46601677		-0.24475098		0.95321655		0.9829521		1.1051378		1.3230953		1.1243429		1.2148523		4.00E-30		CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_80856_PI403524517		2.321594		1.2151157		2.321594		up

		35_23993		0		-1.0656157		-0.57227564		-0.7463207		-0.90667343		-1.1501513		-1.1917062		-0.6559415		-0.85908985		-0.87491655		0.41571808		-0.5965328		0.40491056		-0.5711169		-0.6911478		-0.59228325		-0.092280865		-0.07337475		-0.09581947		2.5461874		1.2518902		2.4650707		1.0556021		1.198617		0.5743904		1.3267126		1.237174		1.7548218		1.4315262		1.0718431		0.8414278		0.27550364		0.3966093		0.33642054		0.07337475		-0.16232777		-0.13750553		3.00E-19		CHR4V7|COORD:7758606..7760888| leucine-rich repeat family protein / extensin family protein		AT4G13340.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Drf_FH1 TT_ORF1 PRK07764 Extensin_2 tatB PRK12323 PRK10819 Atrophin-1 DUF1421 TonB PRK05648 PRK11633 COG4371 FAP DUF1210 Totivirus_coat DUF605 GRP PRK07003 		2.00E-20		Cluster: Pherophorin-dz1 protein precursor; n=1; Volvox carteri f. nagariensis|Rep: Pherophorin-dz1 protein precursor - Volvox carteri f. nagariensis		UniRef90_Q8L685		1.00E-20		CHR07V5|COORD:5107987..5107342|protein expressed protein		LOC_Os07g09620.1		CUST_83694_PI403524517		2.0441632		1.0315104		2.0441632		up

		35_24299		0		0.24892044		-0.4061365		-0.21709633		-0.23630428		-0.30977917		-0.06531811		0.31760597		0.5681448		0.08792877		-1.6480932		-1.8927803		-1.422327		-1.6438446		-1.7886505		-1.5798883		-2.0376225		-2.112049		-2.019414		-0.04791832		0.5558548		-0.23630428		0.24335861		0.11929989		0.04791832		0.22886658		0.3342991		0.09320259		-0.6720114		0.50837994		-0.3133192		0.4145174		1.3559675		0.62188625		1.3099918		0.9542017		0.9307623		4.00E-12		CHR3V7|COORD:2347680..2348576| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25240.1); similar to Os01g0915000 [Oryza sativa (japonica		AT3G07350.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (57.4)AT3G07350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G25240.1); similar to Os01g0915000 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045184.1); similar to uncharacterized plant-specific domain TIGR01615 family protein, expressed [Oryza sativa (japonica cultivar-group)] (GB:ABA93251.2); contains InterPro domain Protein of unknown function DUF506, plant; (InterPro:IPR006502) | chr3:2347680-2348576 FORWARDDUF506 		2.00E-24		Cluster: Hypothetical protein P0004D12.15; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0004D12.15 - Oryza sativa (japonica cultivar-g		UniRef90_Q8LQF7		6.00E-26		CHR01V5|COORD:40194309..40193187|protein plant-specific domain TIGR01615 family protein, expressed		LOC_Os01g68650.1		CUST_84804_PI403524517		3.4641824		1.7925149		3.4641824		up

		35_24959		0		1.5993981		2.0624394		2.1075387		2.4333358		2.825169		2.7619205		2.2707057		2.3331313		2.66641		-0.81006336		-0.49580717		0.23174238		-0.6156926		0.009509563		-2.1923761		-1.8674784		-1.7624207		-1.7192788		-2.578555		-1.3491187		-2.6363091		-2.8203464		-3.159009		-1.9409189		-2.46318		-2.6928678		-2.4046278		0.8255563		-0.009509563		0.23030806		0.9645915		-2.2272696		0.7399993		2.0950532		1.5638127		1.6586299		9.00E-30		CHR5V7|COORD:16810993..16812117| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula]		AT5G41980.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 127)AT5G41980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G43722.1); similar to Transposase, IS4 [Medicago truncatula] (GB:ABE80314.1); contains domain FAMILY NOT NAMED (PTHR22930) | chr5:16810993-16812117 FORWARDnot assigned 				Rep: Putative transposase - Oryza sativa (Rice)		UniRef90_Q948B6				CHR10V5|COORD:2618194..2616803|protein transposon protein, putative, CACTA, En/Spm sub-class		LOC_Os10g05340.1		CUST_87164_PI403524517		10.300603		3.364657		10.300603		up

		35_25429		0		0.36286688		0.45367098		0.0423913		-0.40682602		-0.4834652		-0.42024803		-0.4045086		-0.35537004		-0.55497456		0.05348158		0.08999157		0.54429436		-0.9336858		-1.6000767		-1.3543863		-1.4767885		-1.4645615		-0.9680953		1.1430473		1.9995317		1.540688		1.5431571		1.037252		0.76685		1.4787068		1.4428911		1.4004493		1.2012339		1.1199675		1.245194		-0.10496569		-0.0423913		-0.1440301		-0.56069565		-0.24673939		-0.91941786				0		0		35.2		0		not assigned.unknown				 no descriptionDUF1618 				Cluster: Os01g0244000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os01g0244000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JP45				CHR01V5|COORD:7943774..7942016|protein expressed protein		LOC_Os01g14180.1		CUST_88871_PI403524517		2.2981787		1.200491		2.2981787		up

		35_25433		0		0.39648962		0.35716105		0.4121766		0.689785		-0.013335705		0.408082		0.7049718		1.4414034		-1.4372859		-1.0958612		-1.4136958		-3.2837496		-0.24605322		-1.4330761		0.87336683		1.9158158		0.36403894		0.07368326		0.098018646		0.42912722		0.50187683		0.75298834		0.86573935		0.7237954		-1.1318285		-0.7804301		-0.50293875		-0.9054785		-1.1188135		-1.124232		-1.0548799		-1.584394		-0.71349406		-1.216455		0.013335705		-0.86510897				0		0		35.2		0		not assigned.unknown				 no description		6.00E-05		Cluster: Cobalamin (Vitamin B12) biosynthesis CbiD protein; n=7; Burkholderia cepacia complex|Rep: Cobalamin (Vitamin B12) biosynthesis CbiD protein - Burkholde		UniRef90_Q4BH65				0		0		CUST_88885_PI403524517		2.0826638		1.05843		2.0826638		up

		35_25617		0		0.7374563		0.74803543		0.8964052		1.0568905		1.0948677		1.1435347		0.9190016		0.7908611		1.0997639		-8.492772		-8.519639		-8.430456		-2.9050403		-8.472464		-0.43445206		-8.069076		-8.464788		-8.500373		0.434453		0.96668816		0.66090584		1.012619		1.0745249		1.0775156		0.91038513		0.88435173		1.0568905		-2.1876674		-6.769327		-3.4643617		-8.275213		-8.18882		-8.397991		-8.196717		-8.377977		-8.476406		5.00E-05		CHR3V7|COORD:10246575..10254395| RST1 (RESURRECTION1); binding		AT3G27670.1		35.2		0		not assigned.unknown				 no description		6.00E-30		Cluster: Putative RST1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RST1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q8LQU3		2.00E-31		CHR01V5|COORD:3571082..3556534|protein RST1, putative, expressed		LOC_Os01g07490.1		CUST_89543_PI403524517		232.96768		7.863986		232.96768		up

		35_25703		0		0.4620285		0.7478657		1.551918		1.1027565		1.5180159		1.6113358		1.4344187		1.4061484		1.9914064		-0.6442499		-0.86413765		-0.3632183		0.06127405		1.0463772		0.77203846		0.5644994		0.771791		0.8756976		-0.3162012		-1.1776803		-1.1212018		-0.3233223		-0.06127405		-0.10157633		0.6981101		0.65388346		0.58315754		-1.2107027		-1.9410372		-0.5280502		-1.2199669		-1.6183679		-2.1018155		-1.2561152		-2.5891442		-2.215795		3.00E-07		CHR5V7|COORD:25397442..25398350| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48510.1); similar to hypothetical protein MtrDRAFT_AC135505g13v1		AT5G63350.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (50.4)AT5G63350| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G48510.1); similar to hypothetical protein MtrDRAFT_AC135505g13v1 [Medicago truncatula] (GB:ABE82027.1) | chr5:25397442-25398350 REVERSE		1.00E-10		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q2QV61		6.00E-12		CHR12V5|COORD:7889781..7891350|protein expressed protein		LOC_Os12g13910.1		CUST_89842_PI403524517		2.0955276		1.0673136		2.0955276		up

		35_25786		0		0.10773802		0.534873		0.5896902		0.93240595		0.66031504		0.4008317		0.95954037		1.2637897		-0.6806555		0.0017538071		-0.215271		-0.0017542839		-0.648921		-0.10447836		-0.10907698		0.10940218		0.08805227		0.27437162		0.74891233		0.053138256		0.90459824		1.149497		1.235888		0.7849903		-1.1732826		-1.2492666		-0.8735733		-1.2727351		-1.3166065		-1.3370824		-1.1017747		-0.7870555		-1.8551257		-0.40484428		-2.4837356		-1.0993876				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_90146_PI403524517		2.772193		1.4710277		2.772193		up

		35_25795		0		0.49944592		0.838604		0.79980755		0.3505144		0.32172108		0.32547855		0.4476652		0.5608759		0.25177288		-0.3048563		-0.17661381		-0.071697235		-0.6604595		-0.81600714		-0.96458006		-1.1016774		-1.0132751		-1.0483661		0.6810818		0.61075974		0.738575		0.13519192		0.30886364		-0.04668331		0.15385246		0.110126495		0.018827438		0.25971413		-0.018828392		-0.029465675		-0.8125768		-0.59939766		-0.6855097		-0.74874735		-1.0435834		-0.96377516		2.00E-11		CHR2|COORD:10629532..10631211| proline-rich extensin-like family protein, contains proline-rich extensin domains, INTERPRO:IPR002965		AT2G24980.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 		1.00E-25		Cluster: NHL repeat-containing protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: NHL repeat-containing protein-like - Oryza sativa (japonica cultiv		UniRef90_Q67UK6		6.00E-27		CHR06V5|COORD:6914784..6915583|protein expressed protein		LOC_Os06g12660.1		CUST_90178_PI403524517		2.254179		1.172602		2.254179		up

		35_2582		0		-0.29977226		0.11282873		0.20751762		0.12103462		0.15623617		0.17124844		0.8910694		0.7230053		0.04446459		-1.0092497		-1.1714053		-1.0585489		-0.9148903		0.056835175		0.05619383		0.17492151		0.011703014		-0.2719655		-0.3577814		-0.011702538		-0.13930082		0.22192717		0.5334215		0.029143333		0.5484481		0.88332033		1.190515		-1.1876383		-1.2423334		-1.0627794		-1.7731223		-1.6239305		-1.0384393		-0.7678952		-1.3769512		-0.512722		3.00E-06		CHR4V7|COORD:570242..571483| meprin and TRAF homology domain-containing protein / MATH domain-containing protein		AT4G01390.1		35.2		0		not assigned.unknown				 no description		3.00E-16		Cluster: Os10g0478500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os10g0478500 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0IWY8		1.00E-17		CHR10V5|COORD:17627535..17615891|protein MATH domain containing protein		LOC_Os10g33830.1		CUST_9191_PI403524517		2.8249009		1.4982003		2.8249009		up

		35_26167		0		-1.0702991		-0.6175604		-1.4134703		1.6478		1.4053836		1.7207069		1.191236		1.5615344		1.530489		-1.742095		-1.2830977		-1.4246979		-0.6779213		-0.67678213		-0.086485386		-1.084382		-1.3094244		-1.4270506		-0.9861407		-1.164999		-1.2847366		1.3536453		0.656651		1.1857429		0.9469218		0.8552289		0.04456711		-2.2910798		-2.1769137		-0.04456663		1.0921841		0.30225325		1.1000843		0.7245245		0.45264578		0.25553846				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_91520_PI403524517		3.3423479		1.7408619		3.3423479		up

		35_26258		0		0.11707878		0.37350035		0.2448206		0.5627446		0.4965129		0.4657054		0.3748498		0.34862518		0.46409893		-0.35917664		-0.5441041		-0.7028017		-0.5459609		-0.6482663		-0.77634954		-0.39296913		-0.49394226		-0.32672167		0.2866912		0.55497503		0.32097292		0.7768917		0.56903553		0.6927366		0.6325555		0.85419226		0.5828028		-0.596056		-0.58321714		-0.77980137		-0.5028515		-0.16648817		-0.11707878		-0.42608356		-0.7942095		-1.0686822		3.00E-08		CHR4V7|COORD:15385460..15386781| WRKY family transcription factor		AT4G31805.1		35.2		0		not assigned.unknown				 no descriptionnot assigned PRK12323 PRK07764 		6.00E-21		Cluster: Hypothetical protein OJ1297_C09.23; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1297_C09.23 - Oryza sativa (japonica cultiv		UniRef90_Q6H807		2.00E-22		CHR02V5|COORD:4558839..4559965|protein conserved hypothetical protein		LOC_Os02g08470.1		CUST_91843_PI403524517		2.2115161		1.1450357		2.2115161		up

		35_26278		0		0.057361603		-1.3088069		0.84058666		-0.11959362		0.0061302185		0.4478321		1.1382537		1.0349569		0.69570255		-2.2535255		-2.4557726		-4.1908097		-2.4554288		-2.5787299		-3.7711506		-2.532829		-2.0044434		-2.103051		-1.6430216		-3.0885992		-2.5374222		-3.042079		-1.157897		1.2905064		-0.0061297417		0.20422411		0.7401495		-1.0001278		5.4443216		2.4554567		2.5081458		2.9388294		2.4846296		2.7853527		2.5305257		2.6362848				0		0		35.2		0		not assigned.unknown				 no description		6.00E-38		Cluster: NAC domain transcription factor; n=3; Triticum aestivum|Rep: NAC domain transcription factor - Triticum aestivum (Wheat)		UniRef90_Q4U0D4				0		0		CUST_91908_PI403524517		8.08558		3.0153513		8.08558		up

		35_26674		0		0.5319972		0.64301014		0.82009506		0.41277552		-0.16453409		-0.23424006		0.18204069		-0.066205025		-0.11107159		-0.14618683		0.056468964		0.192173		-0.08866644		-0.26677275		-0.5297842		-0.6754432		-0.64307547		-0.43537188		1.7802052		1.6615434		1.7547956		1.0319653		1.1540217		0.9001465		1.0322022		1.0222845		0.80974436		0.31861496		-0.029347897		0.02934742		-1.2224207		-1.2904401		-1.3311977		-1.2373257		-1.1982298		-1.4066243				CHR3V7|COORD:8063070..8064482| leucine-rich repeat family protein / extensin family protein		AT3G22800.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07003 PRK12323 PRK12678 FecR 		4.00E-32		Cluster: Hypothetical protein B1136H02.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein B1136H02.8 - Oryza sativa (japonica cultivar-gro		UniRef90_Q6EPY1		2.00E-33		CHR02V5|COORD:19648574..19647959|protein expressed protein		LOC_Os02g33090.1		CUST_93289_PI403524517		4.1616926		2.0571704		4.1616926		up

		35_26932		0		-0.07099342		-0.23983288		-0.53266954		0.060581684		-0.016021252		0.10803509		-0.7254391		-0.5595269		0.11353779		0.12207508		0.016021252		0.1176815		0.32099676		0.76695824		0.73429585		0.44454908		0.41891766		0.46633434		-0.6257129		0.12909031		-0.726809		0.26497698		-0.22517538		0.49078465		0.31416416		0.4483738		1.5952401		-3.0015435		-2.168954		-3.0335631		-2.199044		-2.7777185		-3.6851788		-2.468658		-2.1264162		-2.2023406				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_94205_PI403524517		7.0335875		2.8142607		7.0335875		up

		35_27014		0		0.110990524		0.5103736		0.39988518		0.63698435		0.43388557		0.35680723		0.92241955		0.8971844		-1.0236478		-0.461205		-0.6135435		-0.110990524		-1.5067258		-0.73243		-1.9717703		2.080751		0.8447542		0.8713479		1.8253589		0.39406967		1.619864		0.7592406		1.0114617		0.40638876		-0.3144045		-1.0186596		0.54286623		-0.112432		-1.2535429		-1.4371619		-1.3359909		-1.6193943		-1.9839263		-2.2834926		-1.638236		-1.2861671				0		0		35.2		0		not assigned.unknown				 no description		1.00E-32		Rep: Dof-like protein 34 - Oryza sativa (Rice)		UniRef90_Q719I1		1.00E-33		CHR02V5|COORD:29235893..29232195|protein dof domain, zinc finger family protein, expressed		LOC_Os02g47810.1		CUST_94501_PI403524517		4.0547543		2.0196145		4.0547543		up

		35_27148		0		1.2790678		1.733525		1.8315437		1.0554225		1.2947333		2.4206212		2.377292		2.9317362		2.1811674		0.8623526		-1.4560816		1.5285828		1.4734414		1.1131952		2.038863		2.3080113		0.059844017		-0.061709404		-0.24619055		-0.5445087		0.0682838		0.005284786		-0.4185102		-1.0576496		-1.9468758		-1.9809055		-1.5992384		-0.58926487		-1.1022356		-1.1144176		-2.4722672		-2.482452		-1.5509765		-2.5323386		-2.5283487		-0.005284786				0		0		35.2		0		not assigned.unknown				 no description				Cluster: Os07g0515700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os07g0515700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D632				CHR07V5|COORD:19825536..19831501|protein expressed protein		LOC_Os07g33200.1		CUST_94992_PI403524517		2.0370934		1.0265121		2.0370934		up

		35_2715		0		-1.1745605		-1.1935406		-1.0906658		-0.44256496		-0.3103485		-0.3162489		-0.6181364		-0.53618336		-0.54408646		-2.368105		-1.2619667		-1.469429		-1.714427		-2.0144644		-1.1077738		-2.5747175		-2.3924685		-2.38408		0.3433628		0.6085167		0.31034946		0.91129017		1.1363487		1.304882		0.6247978		0.5742111		0.71973705		0.55046177		0.5314026		0.9523659		0.9885254		0.91464806		0.6763716		0.3693323		0.53055096		0.5360298				0		0		35.2		0		not assigned.unknown				 no description		3.00E-17		Cluster: Ice recrystallisation inhibition protein; n=1; Lolium perenne|Rep: Ice recrystallisation inhibition protein - Lolium perenne (Perennial ryegrass)		UniRef90_Q9M3W4				0		0		CUST_9635_PI403524517		2.3440619		1.2290106		2.3440619		up

		35_27674		0		0.22829723		0.9660492		0.33353424		0.18592119		-0.06738281		0.17004204		-0.012984753		-0.18373156		0.05551815		-0.59137106		-0.34832907		0.066420555		0.062005997		-0.23082876		-0.312088		-0.8481002		-0.44563293		-0.38186502		0.4276986		0.79969597		0.6718502		0.8363228		0.40820503		0.53666925		0.7862754		0.66321945		0.6202941		-0.47316027		-0.4081769		0.012984753		-1.2630825		-0.8597827		-1.0243249		-2.0407846		-1.5743036		-2.3132188		5.00E-11		CHR5V7|COORD:22830994..22833388| carbonic anhydrase family protein		AT5G56330.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK07764 PRK12323 PRK07003 IER Atrophin-1 PRK09169 Herpes_UL32 		3.00E-30		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10SM0		1.00E-31		CHR03V5|COORD:964116..968105|protein expressed protein		LOC_Os03g02660.1		CUST_96899_PI403524517		3.349131		1.7437868		3.349131		up

		35_27825		0		0.18303776		0.5470505		0.7126508		1.0397401		0.8126974		-1.4851248		2.0787177		1.3674884		-0.7392945		-1.295208		-1.3906498		-0.75322056		-1.2739606		-1.2068472		-1.3848867		0.017725468		0.3647952		0.3796773		0.3494115		0.568676		0.5428052		1.4283147		1.4096351		1.0451875		-0.11567879		-0.01772499		0.079753876		-1.1669087		-1.2635593		-1.1993876		-1.0292807		-0.60914564		-1.4088306		-1.268693		0.16752148		-1.1829944				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_97432_PI403524517		2.996997		1.5835177		2.996997		up

		35_27933		0		2.7108605		2.8395655		2.5279667		1.6307833		1.8343995		1.9762971		1.6218812		1.9157307		2.788995		-1.2017933		-1.2547309		-1.2348082		-1.266431		-1.2778692		-1.279902		-1.2824066		-1.257256		-1.2626749		2.1892002		2.9668615		2.7108605		2.3485148		1.2017934		1.8839095		2.9689562		2.9528034		3.064391		-1.2561146		-1.2539431		-1.2649634		-1.2373596		-1.2543343		-1.2609509		-1.2513247		-1.2603838		-1.2797052		1.00E-06		CHR3V7|COORD:6736388..6738336| late embryogenesis abundant protein-related / LEA protein-related		AT3G19430.1		35.2		0		not assigned.unknown				 no description		7.00E-24		Rep: H0717B12.2 protein - Oryza sativa (Rice)		UniRef90_Q01JC0		2.00E-24		CHR04V5|COORD:20092973..20094590|protein root cap protein 2, putative, expressed		LOC_Os04g33520.1		CUST_97833_PI403524517		13.306332		3.734041		13.306332		up

		35_28444		0		0.4388504		0.62439394		0.48172903		0.9396143		0.7635646		0.8188276		0.95596075		1.2416148		-0.50230265		-0.24681568		-0.72098875		-0.44244337		-0.18228912		-0.019528866		0.29863596		0.34310293		-0.6879673		0.30685616		0.40207767		0.33960772		0.5993266		0.92622995		1.08887		0.70239544		-0.36990738		-0.15029621		0.019528866		-0.6778779		-0.7345915		-0.50683165		-0.85592175		-0.95166826		-0.7728901		-0.38670397		-0.8510175		-0.039230824						0		35.2		0		not assigned.unknown				 no description		1.00E-08		Rep: ZmGR2c protein - Zea mays (Maize)		UniRef90_Q9ZWI4		4.00E-06		CHR01V5|COORD:22254793..22248856|protein expressed protein		LOC_Os01g39000.2		CUST_99643_PI403524517		2.0522037		1.037174		2.0522037		up

		35_28896		0		-0.03271234		-0.067061424		-0.0071367025		0.014794946		-0.004544258		0.044910073		0.019153953		0.03320813		-0.0047467947		-0.0403471		0.21079361		0.008139491		-0.040010095		-0.015777111		-0.0020823479		0.001129508		-0.028330803		-0.03941405		5.657115		5.7963815		5.387606		6.028407		5.9923153		6.9577413		5.9477463		6.16399		6.303489		-0.001129508		-0.013248086		-0.018589973		2.1956263		-0.003934622		-0.011954069		-0.027097344		-0.028330803		2.705193						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_101244_PI403524517		45.040134		5.4931393		45.040134		up

		35_29462		0		0.21577215		0.7022419		0.60195065		0.70929384		0.67422485		0.45143414		0.48318577		0.53873014		0.8738661		-0.24941587		-0.54680395		-0.27472687		-0.49912882		-0.33033562		-0.652863		-0.46947336		-0.36907864		-0.4637189		-0.4335661		0.29118013		0.24084806		0.63938093		0.69049454		0.78797674		0.88174915		1.0234075		0.7658739		-0.37792873		-0.19466543		-0.062463284		-0.30497313		-0.39014387		-0.74905443		-0.14959908		-0.44589663		0.062463284						0		35.2		0		not assigned.unknown				 no description		3.00E-10		Cluster: Hypothetical protein P0571B09.138; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0571B09.138 - Oryza sativa (japonica cultivar		UniRef90_Q69PK4		2.00E-11		CHR08V5|COORD:2606136..2604863|protein hypothetical protein		LOC_Os08g05080.1		CUST_103320_PI403524517		2.0164323		1.0118049		2.0164323		up

		35_29643		0		-0.5871849		0.1862402		0.050964355		-0.06305027		0.03363228		-0.30945492		1.151474		0.5733633		0.324152		-1.0945168		-0.2624483		-0.03363228		-1.480813		-2.105073		-1.0935249		-1.1562672		-1.2369032		-1.222189		1.1167269		1.5647192		1.5156574		1.500534		1.8587828		1.7364693		1.954423		1.2621145		1.3423061		1.3640966		1.3416882		0.8316307		-0.5898781		-0.5479355		-0.6544695		-0.67446804		-0.25709724		-0.287179						0		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (78.2)JI23_HORVU23 kDa jasmonate-induced protein - Hordeum vulgare (Barley)		8.00E-14		Rep: Hypothetical protein p23k-1 - Hordeum vulgare (Barley)		UniRef90_Q0KKC6				0		0		CUST_103993_PI403524517		2.7906358		1.4805939		2.7906358		up

		35_29773		0		0.19480515		0.19853115		-0.021654129		-0.92524433		-0.7445755		-0.72486115		-0.6459484		-0.4066496		-0.13218975		1.01194		0.035654068		0.072455406		0.78930664		1.1792984		1.3395987		3.3367643		3.2933464		3.256629		-0.06486511		0.021655083		-0.036744118		0.24777794		0.3755989		0.3277731		0.5666561		0.33973122		0.044218063		-0.881135		-0.66363525		-0.56376076		-2.6711082		-2.6729174		-2.6756516		-2.3347464		-2.4387255		-2.3500948		6.00E-10		CHR3V7|COORD:8703380..8704052| similar to four F5 protein-related / 4F5 protein-related [Arabidopsis thaliana] (TAIR:AT4G13615.1); similar to Four F5 protein		AT3G24100.1		35.2		0		not assigned.unknown				 no description		1.00E-08		Cluster: Hypothetical protein P0040B10.3; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0040B10.3 - Oryza sativa (japonica cultivar-gro		UniRef90_Q5TKD0		3.00E-10		CHR05V5|COORD:19750857..19755199|protein 4F5 protein family protein		LOC_Os05g33700.1		CUST_104476_PI403524517		4.344789		2.119286		4.344789		up

		35_30682		0		0.49839687		0.6415014		0.70702267		0.94470596		0.9827366		0.7696953		1.1076527		0.9185238		0.22745085		-0.25405693		-0.043897152		-0.20468569		-1.0710893		-1.2335439		-1.6131682		-0.8222046		-0.26516008		0.043897152		0.59409046		0.1426096		0.6250639		0.70504665		0.7179222		0.530241		0.09623861		-0.3943467		-0.112136364		-0.40046406		-0.5987716		-0.5026789		-0.25166798		-0.24777222		-0.7972908		-0.601655		0.10006809		-0.6748605		3.00E-05		CHR3V7|COORD:18685403..18686484| ATCEN2 (CENTRIN2); calcium ion binding		AT3G50360.1		35.2		0		not assigned.unknown				 no description		6.00E-34		Cluster: Hypothetical protein P0701E03.37; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0701E03.37 - Oryza sativa (japonica cultivar-g		UniRef90_Q69YD3		3.00E-35		CHR06V5|COORD:5778228..5777929|protein EF hand family protein		LOC_Os06g11030.1		CUST_107829_PI403524517		2.5711243		1.3623993		2.5711243		up

		35_31227		0		0.5772133		0.535449		0.34422588		0.894104		0.7623596		1.0454378		0.59466267		0.77507687		0.69037056		-0.5546274		-0.1983881		-0.6521406		-0.044605255		-0.34238625		-0.27973652		-0.91499233		-0.9530506		-0.9215727		-0.156497		0.5414429		0.21151161		0.7951374		0.70537376		0.7352972		0.7759571		0.815752		0.8428097		-0.17577076		-0.35115242		0.04460621		-1.4426155		-1.3262634		-1.3205729		-1.4988232		-1.6247892		-1.6447306						0		35.2		0		not assigned.unknown				 no description		1.00E-13		Cluster: Hypothetical protein OSJNBb0036G09.7; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBb0036G09.7 - Oryza sativa (japonica cu		UniRef90_Q5JM77		7.00E-15		CHR01V5|COORD:30869648..30871038|protein plant-specific domain TIGR01568 family protein, expressed		LOC_Os01g53160.1		CUST_109891_PI403524517		2.3475492		1.2311554		2.3475492		up

		35_31277		0		0.48025417		0.41967678		0.2900648		0.61937		0.42789268		0.67490005		0.75832796		0.7788873		1.0337882		-0.7588546		-0.8709879		-1.1988146		-0.356647		-0.7380283		-0.61090374		-0.48494434		-0.6631744		0.108643055		0.1263094		0.5011306		0.42523098		0.72973776		0.43271494		0.6770325		-0.42550135		-0.4106574		-0.062392235		-0.8921623		-0.25481415		-0.24313307		-0.19802809		-0.5810046		-0.09701729		0.06239271		0.33421278		-0.7385261						0		35.2		0		not assigned.unknown				 no description		1.00E-06		Cluster: PREDICTED: similar to TPRXL protein; n=1; Pan troglodytes|Rep: PREDICTED: similar to TPRXL protein - Pan troglodytes		UniRef90_UPI00004E770F		2.00E-05		CHR02V5|COORD:9446490..9448845|protein OsWRKY39v2 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os02g16540.2		CUST_110087_PI403524517		2.3432996		1.2285415		2.3432996		up

		35_33182		0		1.6325731		1.8280354		1.4573436		1.4917355		1.4115157		2.0296688		1.8863535		1.6058645		1.5722175		-0.22988749		-0.0020422935		-0.3725338		-0.51135874		-1.1963806		0.7640772		-0.76338196		-1.0999417		-1.2110147		-0.7680254		0.06630421		-0.1005826		-0.052767277		-0.15898228		0.17886782		0.071255684		-0.1776228		-0.035049915		0.73415136		0.65047264		0.5052085		-0.37647772		-0.0792017		-0.5727496		0.22156906		0.0020422935		-0.096745014						0		35.2		0		not assigned.unknown				 no description				Cluster: Hypothetical protein OJ1316_A04.102-1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1316_A04.102-1 - Oryza sativa (japonica		UniRef90_Q7XIQ6				CHR07V5|COORD:26982211..26976662|protein expressed protein		LOC_Os07g45194.1		CUST_117082_PI403524517		4.5029287		2.1708636		4.5029287		up

		35_33265		0		-0.26309204		0.050549507		-0.09879875		0.11832905		0.28259563		0.2284832		-0.28449726		-0.12909603		0.27303696		-0.59587		-0.30140305		-0.17263317		0.5419998		0.74505615		0.6108999		0.69488335		0.8342018		0.7582207		0.13801289		-0.18567085		0.14196587		-0.050548553		0.1110487		0.32564735		0.24206352		0.2267437		0.7083626		-4.1817775		-4.2667713		-5.495809		-7.869833		-7.8872437		-7.894007		-7.883829		-7.8928776		-7.9153132						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_117392_PI403524517		127.45979		6.9938984		127.45979		up

		35_33353		0		0.14358425		0.51024914		0.43715477		1.0901442		1.1764641		1.1666851		1.6539726		1.3551111		1.4927835		-1.345295		-1.1417489		-1.0853596		-0.59728956		-0.38066816		-0.59750843		0.008752823		-0.008751869		0.10866547		-0.47801113		0.64825726		-0.20688343		0.8501806		0.8188343		0.6366844		1.2821465		1.6908903		2.1714153		-0.9033885		-1.2559471		-1.0746508		-1.2212348		-1.6013026		-1.3176222		-0.78691244		-0.9829321		-1.1039939						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_117734_PI403524517		3.8970668		1.9623886		3.8970668		up

		35_33802		0		0.010056019		-0.0024514198		-0.18021631		0.47418165		0.3861909		0.5302119		0.6246066		0.82881594		-0.94727516		-1.4749403		-2.0448136		-1.2212		-1.4140806		-1.7934074		-1.3788338		-1.1791568		-1.5699906		-0.4105649		0.13840532		0.17600775		0.02128601		0.70200396		0.9065528		0.8307948		0.062303543		-0.2031107		0.13168526		-0.54138184		-0.31906557		-0.3876152		-0.27534914		-0.4076643		0.0024514198		0.07736683		0.39638186		0.11745596						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_119466_PI403524517		2.9876516		1.5790119		2.9876516		up

		35_33886		0		0.9463186		0.7033062		0.9685707		0.41307545		0.5606718		0.28486824		0.5142822		0.53882504		0.52270603		-0.71113396		-0.87595844		-0.8086071		-0.6619139		-0.8343582		-0.8892727		-0.69937706		-0.74441624		-0.734128		-0.0698328		0.03843403		-0.07065296		-0.060168266		0.11553669		-0.1237936		-0.07509613		0.0933485		-0.03843403		-0.30152512		-0.30048752		-0.25658607		0.57980156		0.5296297		0.4102564		0.67973804		0.5092335		0.5683384						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_119801_PI403524517		2.6010385		1.3790877		2.6010385		up

		35_3421		0		0.18511629		-0.7243104		-0.099244595		0.6524601		0.5244379		0.15578938		1.4476995		1.2010489		0.9414644		-1.8108349		-2.5728345		-2.0514054		-1.48493		-1.7231965		-1.6441107		-1.7499671		-1.7028503		-1.9230738		-0.38232136		-0.6616082		-1.4245396		-0.17432499		0.099244595		0.10944557		0.3070917		0.39136982		0.26248932		-1.8918653		-1.1666727		-1.0866604		0.5894537		0.20266104		0.7095041		0.5246906		0.511672		0.37417507		4.00E-08		CHR5|COORD:26904911..26905860| expressed protein, similar to expressed protein [Arabidopsis thaliana] (TAIR:At5g57340.2); similar to expressed protein		AT5G67390.2		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (55.8)AT5G67390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2 [Medicago truncatula] (GB:ABE82530.1) | chr5:26905109-26905738 REVERSE		5.00E-38		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q2R0S3		2.00E-39		CHR11V5|COORD:24451354..24449427|protein expressed protein		LOC_Os11g41600.2		CUST_12018_PI403524517		5.0194116		2.3275182		5.0194116		up

		35_34350		0		-0.74538136		-0.19408846		-0.20422983		0.3865342		0.40357876		0.27459908		0.9015236		0.53013897		-0.49241877		0.023400784		-0.32738495		0.20855045		-0.46192408		-0.29457474		-0.49571133		0.012150764		-0.27575064		0.029706001		0.92538834		0.14115429		0.72169304		0.4028659		0.5064597		0.26054		0.21461964		0.14226675		0.3664527		-0.012150764		-0.32697964		-0.7411995		-0.6608386		-0.6831546		-0.8623438		-0.8903785		-0.80193615		-0.63652706						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_121637_PI403524517		2.0462668		1.0329943		2.0462668		up

		35_34639		0		2.680478		2.5344744		2.539589		2.4294024		2.4320898		2.4902935		2.248292		2.4698792		2.2126942		-2.8428974		-2.8958635		-3.568717		-2.355713		-2.474557		-2.2905107		-1.900619		-2.2299452		-1.8332272		1.5752668		2.103116		1.7668896		2.5138912		2.2319555		2.473463		2.117817		2.1121302		2.1591015		-2.774427		-2.4996257		-1.7292972		-2.3383293		-2.494761		-2.1373415		-1.5752673		-2.1079273		-2.3749776						0		35.2		0		not assigned.unknown				 no description				Vrs1 Homeobox transcription factor		0				0		0		CUST_122777_PI403524517		30.623825		4.9365826		30.623825		up

		35_34868		0		0.011780739		0.10327625		-0.06274986		-0.11425018		-0.3296137		-0.20662785		-0.3010912		-0.3241539		-0.4435835		0.09353924		0.2302227		-0.0117816925		0.41950226		-0.3441887		1.5452499		-0.45433426		-0.47084618		-0.48001862		2.9721746		3.3011494		2.9332275		2.9611998		2.8423119		2.904399		2.9499903		2.93758		2.8975449		0.25938034		0.26989937		0.1563921		-0.41115093		-0.33396626		-0.31276894		-0.52414227		-0.5584421		-0.5267353		6.00E-10		CHR3V7|COORD:3323506..3324910| SNF7 family protein		AT3G10640.1		35.2		0		not assigned.unknown				 no description		2.00E-16		Cluster: Putative CGI-34 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CGI-34 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q9FTZ4		9.00E-18		CHR01V5|COORD:169993..167514|protein charged multivesicular body protein 5, putative, expressed		LOC_Os01g01350.1		CUST_123649_PI403524517		9.105828		3.1867902		9.105828		up

		35_34947		0		11.113471		10.737117		10.940187		10.090938		10.547451		9.628295		9.669153		9.999602		10.128915		-0.052460194		-0.19743955		0.54439044		-0.3449862		-0.2868476		-0.36707306		0.13056731		-0.2979542		-0.3875146		0.011550546		0.033343077		-0.37279928		0.92896605		-0.37191045		-0.18428707		-0.2359823		-0.31373715		-0.28835464		-0.011550546		-0.09123111		-0.24387467		2.8015509		0.4247465		0.3430221		0.19216955		-0.06679547		-0.2551304		7.00E-06		CHR2V7|COORD:16159629..16160944| CDKB1;2 (cyclin-dependent kinase B1;2); kinase		AT2G38620.2		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (52.8)CDC2_MAIZECell division control protein 2 homolog - Zea mays (Maize)not assigned not assigned not assigned not assigned 		5.00E-22		Cluster: Hypothetical protein NCU04426.1; n=2; Neurospora crassa|Rep: Hypothetical protein NCU04426.1 - Neurospora crassa		UniRef90_Q7RZ48		1.00E-05		CHR03V5|COORD:975945..979588|protein cell division control protein 2 homolog 1, putative, expressed		LOC_Os03g02680.2		CUST_123954_PI403524517		1405.7848		10.45716		1405.7848		up

		35_35406		0		0.7011771		0.92989063		0.94412184		1.2395906		1.2753353		1.3182487		1.232295		1.5726027		-0.081403494		-1.1828053		-2.730255		-0.45309496		-1.2241621		-0.15630007		-1.4442332		-0.011119127		0.55945873		0.44298315		0.4681883		0.75848866		1.1060491		1.7604494		1.689683		1.0632973		-0.3907256		-0.7558887		0.16272545		-0.60900927		-0.9338448		-0.17673922		-2.6561246		-2.6842492		-0.80918336		-2.6502507		0.011118889		-0.03028965						0		35.2		0		not assigned.unknown				 no descriptionFungal_trans 				Rep: Hypothetical protein - Gibberella zeae (Fusarium graminearum)		UniRef90_Q4IA32				0		0		CUST_125738_PI403524517		3.256873		1.7034874		3.256873		up

		35_35439		0		1.1213846		1.247653		1.4867573		1.4338627		1.5625668		0.96792793		2.2444916		1.6765633		1.5853052		0.6297312		1.1254339		1.1812096		0.43466663		0.19793797		-0.15771484		0.15771389		0.2180376		0.2307806		-1.4581919		-1.4102259		-1.7057829		-1.8758268		-1.1705456		-2.2759905		-1.5032749		-2.4447727		-2.1536036		0.22827911		-0.16769886		-1.2746649		-1.680069		-2.4772983		-1.8446989		-3.68018		-3.102499		-3.0327997						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_125862_PI403524517		2.0481222		1.0343018		2.0481222		up

		35_36157		0		-1.1305151		-0.011248589		0.02620697		-0.14983225		0.16171122		0.0016727448		0.7071376		0.3377781		0.45476866		-0.8688674		-0.4680748		0.13414049		0.11795282		0.31011152		-0.18147612		1.346221		1.3154206		1.1821027		2.1731496		-0.10329819		2.0681071		-0.07913017		0.96955156		-0.0016727448		0.84307957		0.5485687		0.52281904		-0.31840897		-0.51576614		-1.3629336		-0.7659378		-0.70782375		-0.93604946		-1.2017426		-1.6675982		-1.3827748						0		35.2		0		not assigned.unknown				 no description				Rep: Protein kinase SNF1 - Fusarium oxysporum		UniRef90_Q8J2N0				0		0		CUST_128636_PI403524517		3.3766177		1.7555789		3.3766177		up

		35_36264		0		0.7915859		1.1390929		1.1268206		1.2572961		1.1816878		1.1121836		1.3174162		1.4576821		-0.139637		-0.9998212		-0.30776596		-0.73052835		-0.76017237		-1.3037143		-1.2311215		-0.72098494		0.013009548		0.29339838		0.86638594		1.1748967		1.1387749		1.5544276		1.4721179		1.1644034		-0.013009548		-0.17012691		0.06391907		-0.5476756		-0.5977206		-0.3304758		-1.0345135		-1.5344243		-1.1334162		-0.8978534		0.3556614		-0.89681244						0		35.2		0		not assigned.unknown				 no description		9.00E-15		Cluster: Os10g0549700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os10g0549700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0IVW6		4.00E-16		CHR10V5|COORD:21200811..21211312|protein expressed protein		LOC_Os10g40220.1		CUST_129042_PI403524517		3.172805		1.6657588		3.172805		up

		35_37969		0		0.017623901		0.2310319		0.10037756		0.23083496		-0.12329292		-0.36630487		-0.26436234		-0.017623901		0.64017296		0.36639643		0.25224733		0.2403388		0.39836502		0.35396004		0.37538433		-0.12973022		-0.5177212		0.07488489		-0.11128569		-0.3209319		-0.2788658		0.42335892		0.069869995		0.9356451		0.6740942		1.163374		0.6886487		-2.0194194		-2.430489		-2.053092		-2.1268592		-2.3813698		-1.555037		-1.6209269		-1.6747317		-2.9547482						0		35.2		0		not assigned.unknown				 no description		3.00E-05		Cluster: Leucine Rich Repeat family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leucine Rich Repeat family protein - Oryza sativa (japonica cultiv		UniRef90_Q2R4C1		9.00E-07		CHR11V5|COORD:16282944..16279960|protein pollen signalling protein with adenylyl cyclase activity, putative, expressed		LOC_Os11g29000.1		CUST_135362_PI403524517		5.4686155		2.4511757		5.4686155		up

		35_37998		0		0.69478416		1.1679511		1.0166969		1.1454206		1.1771898		1.0302663		1.5459313		1.2835245		-0.14743423		-1.5487356		-1.2250559		0.09931898		-1.4273572		-1.6298599		-1.5801656		0.18867064		-0.3490801		0.74562025		1.046845		0.90638924		1.1006923		1.5156727		1.3660073		1.0720329		-0.15131855		-0.05657053		0.05657053		-1.2338374		-1.8731694		-1.6761272		-1.2795784		-3.0975697		-0.79064775		-1.5370841		-0.45157075		-1.5446908		1.00E-04		CHR3V7|COORD:9205171..9206202| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G04420.1); similar to 52O08_2 [Brassica rapa subsp. pekinensis]		AT3G25270.1		35.2		0		not assigned.unknown				 no description		5.00E-24		Cluster: Os02g0566300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os02g0566300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0E0A4		3.00E-15		CHR01V5|COORD:15635934..15639882|protein retrotransposon protein, putative, unclassified		LOC_Os01g27430.1		CUST_135466_PI403524517		3.3354604		1.737886		3.3354604		up

		35_3899		0		0.052789688		0.24764061		0.15361023		0.35919476		0.08788872		0.14944077		0.22484398		0.24473		0.056869507		-0.22290039		-0.49621296		0.022273064		-0.4551525		-0.5724354		-0.4454918		-0.20804596		-0.046728134		-0.023880005		0.6432333		-0.02227211		0.6828356		0.43102932		0.40754795		0.45132256		0.7170143		0.49708652		0.4274721		-0.38410854		-0.53191566		-0.5226736		-0.99992085		-0.83951473		-1.1193094		-1.243887		-1.341156		-1.4283047		4.00E-12		CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein		AT2G29210.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (56.2)AT4G16380| Symbols:  | metal ion binding | chr4:9254659-9255527 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK12678 PRK07003 DUF1777 Tymo_45kd_70kd PRK07764 				Cluster: Os07g0606900 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os07g0606900 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0D4S7				CHR07V5|COORD:24935374..24932567|protein expressed protein		LOC_Os07g41600.1		CUST_13590_PI403524517		2.6483939		1.4051178		2.6483939		up

		35_39411		0		0.81336594		0.75889397		0.7025771		0.8061652		0.77989244		1.0783348		1.0960298		1.0520735		-0.1127038		-0.7163811		-0.63290167		-1.2256131		0.07436752		-0.5571699		-0.5848398		-0.40447712		-0.07436705		0.3571024		0.5315561		0.8797021		0.7687812		0.88361216		0.92190504		0.7565198		-0.35468817		-0.20226336		-0.14392233		-0.93113613		-0.5818529		-0.3316059		-0.5516386		-0.57820415		-0.4324689		0.18328667		0.3571024		-0.26689482		1.00E-36		CHR5V7|COORD:25793252..25794942| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14530.1); similar to Os02g0117900 [Oryza sativa (japonica		AT5G64470.2		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 118)AT5G64470| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G14530.1); similar to Os02g0117900 [Oryza sativa (japonica cultivar-group)] (GB:NP_001045691.1); similar to Protein of unknown function DUF231, plant [Medicago truncatula] (GB:ABE84785.1); contains InterPro domain Protein of unknown function DUF231, plant; (InterPro:IPR004253) | chr5:25793252-25794719 FORWARDnot assigned not assigned not assigned not assigned not assigned PRK12678 				Cluster: Leaf senescence related protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Leaf senescence related protein-like - Oryza sativa (japonica cu		UniRef90_Q6ZGL3				CHR02V5|COORD:937786..934586|protein expressed protein		LOC_Os02g02580.1		CUST_140564_PI403524517		2.2866127		1.193212		2.2866127		up

		35_41149		0		1.758235		1.9183221		1.6736965		2.5039964		2.2329822		2.626278		2.2446108		2.9411798		-0.25423765		-1.258806		-1.9979644		-2.0015063		0.99075985		-0.15961528		-0.17808151		-0.20115614		-0.02688241		0.8695419		1.721478		1.2568092		1.5687623		2.527791		2.7304196		2.1583505		-2.0336788		-1.336572		-0.53706884		-1.6824169		-0.4231329		-0.8231492		-1.6773342		-0.8010285		-0.29763317		0.026882172		0.33954024		-1.3339415						0		35.2		0		not assigned.unknown				 no description		9.00E-08		Cluster: Hypothetical protein; n=1; Chaetomium globosum CBS 148.51|Rep: Hypothetical protein - Chaetomium globosum CBS 148.51		UniRef90_Q2HAQ9				0		0		CUST_147016_PI403524517		5.281599		2.4009748		5.281599		up

		35_41179		0		0.043165207		0.248034		0.42444372		0.40010548		0.3809371		0.38260508		0.9414754		0.92439556		-0.4929781		-0.963645		-0.7874203		-0.8651285		-1.0086689		-0.8585429		-0.9595175		-0.4680748		-0.48716927		0.015942574		-0.015942574		0.39646196		0.46785784		0.8368459		0.37607574		0.29142046		-0.4961195		0.04220009		0.17091608		-0.2765956		-0.27013826		-0.12866688		0.08753967		-0.2120018		-0.5628481		0.6456666		-0.08253527		-0.35900736						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_147131_PI403524517		2.1001463		1.0704898		2.1001463		up

		35_41538		0		0.72982407		0.41317177		0.9625325		1.202425		1.0696573		1.3098164		1.5067787		1.4069662		1.2700605		-0.98179054		-0.98501253		-1.0661864		-1.4199672		-1.6743922		-1.9481492		-1.7758136		-1.9515891		-1.6581802		-1.3926449		-1.5439696		-2.1256413		-0.58477163		-0.9751115		-0.90926504		0.042620182		-0.2158885		-0.45339012		0.010246754		-0.010246277		0.16278791		1.624713		1.8713865		1.7187443		1.7921734		1.7231216		1.6917133						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_148486_PI403524517		6.031343		2.5924792		6.031343		up

		35_42382		0		0.15947437		0.1687007		0.1853776		-0.13081932		-0.18692064		-0.13654089		0.0011982918		0.04602003		-0.25736952		0.065066814		0.18919945		0.2710166		0.093310356		0.18626976		0.10940075		0.0038280487		0.049932003		-0.05334997		-0.23914146		0.36595488		0.10342598		0.12152147		-0.0011982918		0.06084776		-0.033263206		-0.07402372		0.009726524		-2.0057487		-2.403574		-1.941762		-2.722004		-2.44951		-1.849586		-2.0724044		-2.42585		-2.674851						0		35.2		0		not assigned.unknown				 no description		1.00E-21		Cluster: Hypothetical protein OSJNBa0057M23.128; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0057M23.128 - Oryza sativa (japonic		UniRef90_Q6Z4S3		5.00E-23		CHR07V5|COORD:1174993..1176406|protein F-box domain containing protein		LOC_Os07g03090.1		CUST_151580_PI403524517		4.9853067		2.3176823		4.9853067		up

		35_42414		0		0.54758453		-0.17948008		0.05589962		0.31928873		0.38774347		0.63871384		-0.010684013		-0.1221261		0.88900614		0.31608677		-0.049654007		0.3902645		0.49213028		1.0359216		0.1131773		0.12822199		-0.064450264		-0.14529419		-0.13754702		0.24328375		0.010684013		-0.21563148		-0.61889124		0.49281216		0.09272909		0.3467946		0.4089465		-2.4032948		-3.6051729		-3.606783		-3.5379748		-3.555684		-3.5945208		-3.5992482		-3.6017237		-3.645951						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_151692_PI403524517		11.554576		3.5303924		11.554576		up

		35_42469		0		0.63913393		0.56686115		0.7031665		1.3156729		1.0368237		1.1882534		1.3349276		1.4431162		0.08713961		-1.164535		-0.15288019		-1.0957675		0.00666523		-0.26846218		-0.7364936		-0.00666523		-0.18755436		0.5699625		0.087629795		0.4910264		0.5428715		1.4060626		1.1517916		0.8761358		-0.34196424		-0.34539413		-0.37166023		-1.2193656		-0.16759872		-0.01510334		-0.65506554		-0.93037844		0.028529644		-0.1178689		-0.45086718		-0.103201866						0		35.2		0		not assigned.unknown				 no description		2.00E-19		Cluster: Tetratricopeptide repeat-containing protein-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: Tetratricopeptide repeat-containing protein-like - O		UniRef90_Q6Z4S6		1.00E-20		CHR07V5|COORD:1164093..1167902|protein TPR Domain containing protein, expressed		LOC_Os07g03070.1		CUST_151907_PI403524517		2.3969548		1.2612027		2.3969548		up

		35_4300		0		0.26654148		0.018401146		0.038425446		0.59760666		-0.10504627		0.74706936		0.84819126		0.609745		0.77526665		-1.4332886		-1.8096209		-1.582859		0.4754057		0.9394016		1.6587858		0.5171919		0.43478107		0.4396286		-0.38143063		-1.1805077		-1.1053047		-0.018400192		-0.045168877		0.35134125		0.8661394		0.53607464		0.49024296		-1.4959812		-2.1251116		-1.6712551		-1.6425896		-1.5698261		-1.5289831		-1.5477028		-1.594862		-1.5255108		1.00E-09		CHR1V7|COORD:5675918..5678679| SR45 (arginine/serine-rich 45); RNA binding		AT1G16610.2		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12678 PRK12323 				Cluster: Hypothetical protein P0508B05.10; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0508B05.10 - Oryza sativa (japonica cultivar-g		UniRef90_Q6ETW4				CHR02V5|COORD:19828413..19829271|protein pectinesterase inhibitor domain containing protein, expressed		LOC_Os02g33380.1		CUST_14923_PI403524517		2.9885035		1.5794232		2.9885035		up

		35_43778		0		0.32892084		0.33419657		0.61388683		0.9178939		0.83018017		0.8627944		1.3677216		0.9476495		0.44370317		-0.92497706		-0.9284828		-0.72559285		-0.39928317		-0.27663374		-0.43270564		-0.5801041		-0.006752014		0.094264984		0.093138695		0.03256607		0.3146844		0.92155695		0.809463		0.93304014		-1.161355		-0.007478714		-0.26319456		-0.8984468		-0.4913869		-0.47222948		-0.47607827		0.4424448		-0.61951995		-0.7309501		-0.5524142		0.0067515373						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_156750_PI403524517		2.3022168		1.2030237		2.3022168		up

		35_4386		0		0.8929815		1.0880985		1.3237762		1.2461958		1.3128777		0.78583527		1.9693613		1.5283566		1.3159742		0.43474197		0.8197975		0.8663721		0.26655293		-0.03145981		-0.32852745		0.056027412		0.031458855		0.088440895		-0.7792969		-1.0128965		-1.1175852		-1.477272		-0.84413147		-1.7018013		-1.1941347		-2.0574846		-1.8549623		0.3244295		0.04546547		-1.2595596		-1.5297909		-2.3564472		-1.5660343		-2.8418016		-2.5799513		-2.6316147		1.00E-05		CHR2V7|COORD:16243624..16244128| protease inhibitor, putative		AT2G38870.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (65.1)ICI2_HORVUSubtilisin-chymotrypsin inhibitor-2A - Hordeum vulgare (Barley)potato_inhibit 		2.00E-36		Rep: CI2D - Hordeum vulgare (Barley)		UniRef90_Q8LLA8		1.00E-16		CHR12V5|COORD:22160429..22159864|protein subtilisin-chymotrypsin inhibitor CI-1B, putative, expressed		LOC_Os12g36210.1		CUST_15214_PI403524517		2.0404603		1.0288947		2.0404603		up

		35_44102		0		0.2152319		0.65921736		0.1210928		0.62684155		0.6899843		0.54935837		0.746788		0.87854624		-0.23167086		-0.3206663		-1.4697664		-1.4754405		-0.22250843		0.0149002075		-0.19391441		0.19837189		-0.014900684		0.3983736		0.36451244		0.440897		0.6994724		0.93701553		0.7773137		0.5451021		-0.07202959		0.08422327		-0.39674807		-0.87644386		-0.9691148		-0.60933924		-1.2304833		-1.5088947		-1.2222276		-0.7428651		-1.1373358		-1.127748						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_157973_PI403524517		2.6808493		1.4226902		2.6808493		up

		35_44460		0		1.7881584		1.660862		1.6915503		1.8406563		1.6922226		1.9137926		2.145051		2.1930456		-0.4323702		-2.05556		-1.6420522		-2.9771385		-0.90263414		-1.0722127		-0.652606		-0.17539215		0.10918188		1.3419933		1.3664913		1.5472193		1.472827		1.7559385		2.2025023		1.8086185		-1.1431727		-0.653883		-0.10918236		-1.9793558		-1.8720174		-1.4032516		-1.0555501		-1.7866716		-0.41583443		0.37096643		0.65432453		-0.7609458						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_159285_PI403524517		5.665308		2.5021544		5.665308		up

		35_44700		0		0.3069477		0.37648392		0.44670486		0.5475912		0.42457104		0.2904172		0.7316818		1.0415444		-0.014693737		-0.014936447		-1.5696323		-0.94016623		-0.35958242		0.014693737		-0.15422869		2.166741		-0.3335843		0.057547092		0.35775566		1.4111419		0.06573677		0.84962034		0.933928		2.06996		-0.50369096		0.4239583		-0.29594946		-1.2190924		-0.87573457		-1.1054821		-1.4889071		-0.86809516		-0.81990385		-0.55063653		-0.908494		-0.17340231		1.00E-04		CHR1V7|COORD:25925664..25929037| armadillo/beta-catenin repeat protein-related / U-box domain-containing protein		AT1G68940.1		35.2		0		not assigned.unknown				 no description		6.00E-11		Cluster: MAP kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: MAP kinase-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z335		2.00E-12		CHR02V5|COORD:30260856..30266031|protein ubiquitin-protein ligase, putative, expressed		LOC_Os02g49520.1		CUST_160183_PI403524517		2.789962		1.4802455		2.789962		up

		35_44987		0		-0.15579319		-0.12850237		-2.60E-04		0.7455754		0.6447625		0.5663872		0.13163567		0.6414108		-0.215137		-1.5172844		-1.5582051		-1.3397956		-1.0703473		-0.75915146		-0.5014901		-0.7303152		-0.8781214		-1.1717935		-0.12208891		2.60E-04		-0.4215994		0.87910175		1.0333114		1.0961018		0.12908316		0.5274973		0.43096542		-0.5250006		-0.21047449		-0.1062026		0.534286		0.5603485		0.61496544		0.5443125		1.0019126		1.049643						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_161250_PI403524517		2.4730425		1.306287		2.4730425		up

		35_46036		0		0.9403634		0.95463276		1.2298799		1.2774153		1.342535		1.3354368		1.5523629		1.9565673		0.19757366		-0.64011097		-0.3967328		-1.6461773		-0.50981355		-0.5044131		-1.2283092		0.010210991		-0.5708649		0.10213518		1.0563097		0.9111967		0.63199043		1.2477355		1.3472981		1.0490317		-0.888978		-0.28100634		-0.032184124		-0.17881155		-0.6992259		-1.0321989		-0.36370897		-0.6744039		-0.8330107		-0.18276405		-0.010211468		0.6157012						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_165184_PI403524517		3.4743915		1.7967603		3.4743915		up

		35_46113		0		1.1450906		1.1242023		0.92588997		1.6988239		1.4483533		1.6808739		1.5960345		1.9466186		-0.105930805		-1.5985184		-1.6978235		-3.1343486		-1.4289742		-0.1854372		0.105930805		0.59233284		-1.6737499		0.68340445		0.78021383		0.60732317		1.1100926		1.691627		1.8236141		1.3154931		-0.50503016		-0.87255955		-0.38750362		-1.8154798		-1.6583757		-1.7115479		-2.543456		-4.0885115		-0.63760185		-0.4317236		-0.7589755		0.39362717						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_165479_PI403524517		4.5937815		2.1996822		4.5937815		up

		35_46446		0		0.35335875		0.05811119		0.302701		0.17262793		0.2972002		0.07191706		0.044656754		0.06613207		0.08984327		-0.61327505		-0.86678886		-0.42396736		-1.4794126		-1.4644804		-1.6500416		-2.1200924		-2.3345685		-2.1432037		1.3092728		0.013310432		1.2069445		-0.62757206		-0.40266752		-0.8364978		-0.30708122		-0.7011986		-0.6591749		-0.013309956		-0.59695673		-0.38356638		0.1383357		0.25856876		0.45138645		0.54258823		0.26568317		0.2534008		8.00E-06		CHR5V7|COORD:22263860..22265117| THI1 (THIAZOLE REQUIRING)		AT5G54770.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 		3.00E-05		Rep: Thiamin biosynthetic enzyme - Glycine max (Soybean)		UniRef90_Q9SLR7		3.00E-06		CHR07V5|COORD:20722885..20724404|protein thiazole biosynthetic enzyme 1-1, chloroplast precursor, putative, expressed		LOC_Os07g34570.2		CUST_166722_PI403524517		3.0672185		1.616931		3.0672185		up

		35_46576		0		0.8925419		1.0408678		0.8730383		0.08470774		-0.42197847		0.0090994835		-0.12848806		0.36568308		0.030269146		-0.8786917		-0.35643435		-0.81502914		-0.34463215		-0.45000648		-0.724545		0.32003212		0.071044445		-0.00909996		0.011558533		0.81894207		0.47199345		0.5710192		0.16716814		0.21689367		0.16546106		0.35970974		0.27760935		-0.6761422		-0.78358936		-0.26144218		-0.8782773		-0.74146175		-0.8729129		-0.73736763		-0.9695444		-0.902802		9.00E-11		CHR5V7|COORD:26905109..26905738| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2		AT5G67390.1		35.2		0		not assigned.unknown				 no descriptionvery weakly similar to (63.5)AT5G67390| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57340.1); similar to hypothetical protein MtrDRAFT_AC137703g30v2 [Medicago truncatula] (GB:ABE82530.1) | chr5:26905109-26905738 REVERSEnot assigned 		7.00E-38		Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10EU0		3.00E-39		CHR03V5|COORD:31457825..31456300|protein expressed protein		LOC_Os03g55400.1		CUST_167211_PI403524517		2.14089		1.0982106		2.14089		up

		35_46780		0		1.4309711		1.096098		0.8209591		1.607481		1.7137289		1.9147148		1.6138783		1.866457		0.3476591		-1.6249108		-1.8802814		-2.1325316		-1.1392698		-1.2550883		-1.3913412		0.44505692		-1.3727422		0.57211876		1.0365477		0.88295174		1.0285625		1.3413286		1.6579313		1.5099812		-0.41663837		-0.35056496		-0.18565464		-1.6750159		-1.8150635		-1.7586756		-1.8042331		-1.1973352		-1.3543429		-0.14522552		0.14522648		-0.19992352						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_167964_PI403524517		5.523794		2.4656596		5.523794		up

		35_47629		0		0.71616745		0.487226		0.18394613		0.65887785		0.6228409		0.76949406		0.75701046		0.78780603		0.021913052		-3.140458		-0.99345374		-2.9758925		-0.021913528		-0.54238653		-0.6359277		-0.10089207		0.45893908		0.04646969		0.5080347		0.4355836		0.35788488		0.50212526		0.5801244		0.106285095		-1.7694144		-0.8325982		-1.4142404		-1.9968073		-2.0096781		-1.5348978		-2.0087686		-1.598264		-0.3981986		0.06415129		-0.14704227		-0.2917769						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_170991_PI403524517		2.7029467		1.434533		2.7029467		up

		35_47798		0		0.5055542		0.48534203		0.29719067		0.4850092		0.775177		0.5384121		0.8478222		0.6838274		0.87674904		-0.64165306		-0.59370136		-0.92529106		-0.09701538		-0.15165424		-0.26029968		-0.3437395		-0.3772812		-0.42338467		-0.2112608		0.18910408		0.03559208		0.5534115		0.55041695		0.39991188		0.9842529		0.393713		0.7066183		-0.03559208		-0.28934765		0.059134483		-0.76883507		-0.675375		-0.45932198		-0.0813961		-0.31295204		-0.23464203		1.00E-04		CHR3V7|COORD:2889743..2890194| MT2A (METALLOTHIONEIN 2A)		AT3G09390.1		35.2		0		not assigned.unknown				 no description		7.00E-09		Rep: PZE40 protein - Hordeum vulgare (Barley)		UniRef90_Q06804				0		0		CUST_171532_PI403524517		2.0481834		1.0343449		2.0481834		up

		35_48244		0		-0.108240604		0.090789795		0.564291		0.6111698		0.33200884		0.3718381		0.8015342		0.87737846		-0.38052607		-0.8158431		-0.45611668		-1.196626		-0.7711935		-0.6150036		-0.6981964		-0.93621254		-0.85026646		0.03655815		-0.010195732		0.22220421		0.31146908		0.8307452		0.79106903		0.5098319		-0.13384771		0.05513811		0.21779108		-0.34304905		-0.92294407		-0.72212076		0.010195255		1.3684535		-0.71758604		-0.48578215		0.03294611		-0.37714195						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_173258_PI403524517		2.072627		1.0514605		2.072627		up

		35_49506		0		-0.36089945		-0.26818037		-0.21267891		-0.06661034		-0.0012593269		0.14819098		-0.34254885		-0.23695946		0.16553497		-0.32800674		0.11463022		0.5063424		0.09294319		0.18642855		0.01361227		0.38384008		0.36925554		0.3090768		0.0012593269		0.55917215		-0.46850777		0.11858606		0.18095064		0.7229905		0.14605188		0.2746663		0.050370693		-3.9400756		-6.5135007		-4.9284315		-6.5096216		-5.494714		-6.4545903		-6.47637		-6.5785327		-1.5552611						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_177996_PI403524517		47.164406		5.5596266		47.164406		up

		35_49690		0		0.09721565		-0.0045194626		0.20397091		0.054740906		0.07663536		0.28242397		0.18468761		0.2401371		0.14197254		-0.33894062		-0.2881012		-0.06781864		0.103832245		0.12634087		-0.27208614		-0.034348488		0.04131508		0.04131508		-0.43567276		0.060297012		-0.29932785		0.0045204163		-0.13915157		0.1889162		0.05622387		0.21576977		0.06003666		-3.2202468		-4.6783156		-3.5838232		-4.692531		-4.0546765		-4.6081767		-4.912483		-4.223816		-4.2569246						0		35.2		0		not assigned.unknown				 no description		5.00E-05		Cluster: Hypothetical protein OJ1471_E11.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1471_E11.9 - Oryza sativa (japonica cultivar		UniRef90_Q6K9F1		2.00E-06		CHR02V5|COORD:18503763..18495334|protein expressed protein		LOC_Os02g30974.1		CUST_178662_PI403524517		18.582151		4.2158456		18.582151		up

		35_5029		0		0.5043316		0.088077545		0.44398308		0.31875896		0.79002		0.64942646		0.5418701		0.33436775		0.57817364		-0.42909718		-0.6281662		-0.78011703		-0.40989685		-0.553669		-0.6906004		-0.62568665		-0.6527891		-0.6870775		-0.21947193		0.21207714		-0.2043047		-0.5469122		-0.25285053		-0.3259983		-0.551074		-0.4531927		-0.76112366		-0.088077545		0.2568407		0.105651855		1.5914612		1.6585846		1.7685642		1.7346077		1.8522348		1.8143654				0		0		35.2		0		not assigned.unknown				 no description		3.00E-22		Cluster: Hypothetical protein P0519D04.18; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0519D04.18 - Oryza sativa (japonica cultivar-g		UniRef90_Q5N7L8		1.00E-23		CHR01V5|COORD:28672690..28677882|protein expressed protein		LOC_Os01g49310.2		CUST_17412_PI403524517		2.1117756		1.0784566		2.1117756		up

		35_50453		0		-0.18028116		0.04666996		-0.6119809		0.3017149		0.15072966		0.68086004		-0.478225		-0.0931232		0.36174917		0.06740761		-1.4233367		1.4155002		-0.10849714		0.12062073		-1.115807		-0.6260834		-1.1449795		-1.0849688		1.3537436		-0.05122137		1.2655511		0.9467449		1.0113649		0.7562399		1.1896667		1.6660352		1.1950235		-0.7168238		-0.1581626		-0.04666972		-0.16442728		0.076898575		-1.7301269		0.081305504		-1.289772		-1.0321398						0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_181454_PI403524517		3.0112042		1.5903406		3.0112042		up

		35_5358		0		-0.10536194		0.3612342		0.14369059		0.60067654		0.626204		0.32312298		0.91911507		0.9078913		-0.11437225		-1.3293386		-1.0722718		-1.2294545		-0.78041744		-0.27416897		0.3468008		0.5134139		0.7727041		0.6014657		0.10536194		-0.21650982		-0.29609346		0.95150566		0.8758068		0.5942025		0.33446884		0.2618146		0.30045652		-1.2952843		-0.92430973		-1.0721159		-0.9505987		-0.7654462		-0.8827152		-0.30262852		-0.50394535		-0.3265934		8.00E-38		CHR1V7|COORD:7987297..7989176| similar to late embryogenesis abundant domain-containing protein / LEA domain-containing protein [Arabidopsis thaliana]		AT1G22600.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 131)AT1G22600| Symbols:  | similar to late embryogenesis abundant domain-containing protein / LEA domain-containing protein [Arabidopsis thaliana] (TAIR:AT1G72100.1); similar to seed maturation protein PM27 [Glycine max] (GB:AAD30426.1); contains domain LATE EMBRYOGENESIS ABUNDANT (LEA)-RELATED (PTHR23241:SF1); contains domain LATE EMBRYOGENESIS ABUNDANT (PLANTS) LEA-RELATED (PTHR23241) | chr1:7987297-7989176 REVERSEnot assigned not assigned PRK12678 TT_ORF1 				Rep: OSIGBa0102D10.1 protein - Oryza sativa (Rice)		UniRef90_Q01IZ2		1.00E-22		CHR04V5|COORD:21408362..21410433|protein expressed protein		LOC_Os04g35490.1		CUST_18538_PI403524517		2.149275		1.1038501		2.149275		up

		35_5397		0		0.13046074		0.03684473		0.08188915		0.12122488		-0.59552		-0.3361559		0.6013179		-0.03684473		0.25991964		0.40723658		0.09848499		0.778193		-0.1375308		-0.19838142		-0.37115622		0.061550617		-0.23172092		-0.16277647		2.6862183		-0.33121014		1.9999528		0.21392727		1.1460595		0.16954136		0.9561877		0.61887455		0.4837513		-2.8344676		-4.733179		-4.203068		-4.7262936		-3.1427565		-4.7009587		-4.691404		-4.745081		-3.8118815		2.00E-14		CHR2V7|COORD:12565233..12569245| splicing factor PWI domain-containing protein		AT2G29210.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 Extensin_2 PRK07003 HpaP Atrophin-1 Drf_FH1 PRK12678 				Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q2QWN1				CHR12V5|COORD:4521569..4522688|protein expressed protein		LOC_Os12g08790.1		CUST_18664_PI403524517		33.33937		5.059155		33.33937		up

		35_6454		0		1.2054071		0.3676114		1.8748069		1.2904196		0.8666296		0.8439188		2.516625		2.2520747		1.8064523		-0.106990814		-0.38131714		-0.51631784		-1.7979593		-1.5569291		-1.676209		-2.138217		-2.28635		-1.9912171		-2.4507365		-1.8090515		-3.6329033		-2.4971013		-2.3313682		-2.4259267		-2.1532497		-2.1662552		-2.0418706		0.106990814		2.2294621		1.4816341		2.2305074		2.6744933		2.176991		2.895968		2.663094		2.687529				0		0		35.2		0		not assigned.unknown				 no description		7.00E-27		Cluster: Hypothetical protein P0552F09.132; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0552F09.132 - Oryza sativa (japonica cultivar		UniRef90_Q7X770		3.00E-28		CHR07V5|COORD:25534224..25537605|protein expressed protein		LOC_Os07g42650.2		CUST_22213_PI403524517		7.1137276		2.8306057		7.1137276		up

		35_6885		0		-2.084434		-1.7011194		-1.530283		-1.010541		-1.2013483		-1.1004295		-0.21181011		-0.6920662		-1.0203228		-0.8099861		-1.3539615		-0.883266		-1.5029674		-1.7978497		-1.0740199		-1.8121285		-1.7310185		-1.6940417		2.5087557		0.7963085		1.6552668		2.0325527		2.7511902		1.8378267		2.1272516		2.6870012		2.4480848		1.4071693		0.21181107		0.5126028		0.8674574		1.1178684		0.97405434		0.7418146		0.46562958		0.3152237				CHR5|COORD:3854917..3856977| expressed protein, contains Pfam profile PF03641: decarboxylase family protein		AT5G11950.2		35.2		0		not assigned.unknown				 no descriptionmoderately similar to ( 300)AT5G11950| Symbols:  | Identical to Lysine decarboxylase-like protein At5g11950 [Arabidopsis Thaliana] (GB:Q84MC2;GB:Q570P8;GB:Q9LYH8); similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G37210.1); similar to Conserved hypothetical protein 730 [Medicago truncatula] (GB:ABE86251.1); contains InterPro domain Conserved hypothetical protein 730; (InterPro:IPR005269) | chr5:3855073-3856816 FORWARDLysine_decarbox COG1611 				Cluster: Putative lysine decarboxylase-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative lysine decarboxylase-like protein - Oryza sativa		UniRef90_Q5TKP8				CHR05V5|COORD:26785077..26787884|protein lysine decarboxylase-like protein, putative, expressed		LOC_Os05g46360.1		CUST_23696_PI403524517		2.5649958		1.3589565		2.5649958		up

		35_7336		0		0.5935583		0.6228914		0.68593645		0.23946047		0.49254322		0.11778164		-0.051065445		0.42169094		-0.03558874		0.38366032		0.50509405		0.07914066		-0.5086465		-0.24789858		-0.6382117		-0.23124695		-0.18225956		-0.3568058		-0.19579935		1.1972303		0.60792875		0.41222715		0.22758436		0.57598877		0.33103228		0.123057365		0.03558874		-0.5859113		-0.87491846		-1.1507859		-0.7604265		-0.36198282		-1.5937848		-1.0025139		-1.2343893		-1.2563157		3.00E-09		CHR4V7|COORD:10275928..10278502| leucine-rich repeat family protein / extensin family protein		AT4G18670.1		35.2		0		not assigned.unknown				 no descriptionnot assigned 		9.00E-08		Cluster: Hypothetical protein; n=1; Burkholderia pseudomallei 1710b|Rep: Hypothetical protein - Burkholderia pseudomallei (strain 1710b)		UniRef90_Q3JTV6		6.00E-08		CHR04V5|COORD:30832100..30832969|protein 36.4 kDa proline-rich protein, putative, expressed		LOC_Os04g52250.1		CUST_25306_PI403524517		2.5463479		1.3484296		2.5463479		up

		35_7682		0		-0.38167572		0.35060596		-0.036352158		-0.024619102		1.0060377		0.92612267		-2.0574713		0.51755047		0.5489235		0.3548832		0.024618149		0.44608688		0.6617155		1.2754269		1.802206		3.4790335		3.5072079		3.489931		0.16459179		-0.17828465		0.38977337		-0.13121986		0.108618736		-0.44616127		0.5091591		-0.3015232		-0.4218645		-1.3757725		-1.012413		-0.56830597		-2.9632516		-3.2097225		-2.702139		-3.4116673		-2.9101357		-3.8164272		4.00E-11		CHR3V7|COORD:6559180..6562050| leucine-rich repeat family protein / extensin family protein		AT3G19020.1		35.2		0		not assigned.unknown				 no descriptionnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 PRK07764 PRK07003 PRK12678 infB Tymo_45kd_70kd Atrophin-1 APC_basic 		5.00E-35		Cluster: Hypothetical protein OJ1003_A09.17; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_A09.17 - Oryza sativa (japonica cultiv		UniRef90_Q6YZV8		2.00E-36		CHR08V5|COORD:25756322..25755387|protein expressed protein		LOC_Os08g40910.1		CUST_26522_PI403524517		5.303672		2.4069915		5.303672		up

		35_7815		0		0.8568535		1.0740862		0.8822794		1.2101927		1.0896177		1.2537642		1.3422422		1.2942114		1.3150749		-2.649293		-2.1325727		-1.707519		-0.16447258		-0.23998833		-0.6599841		-0.4041586		-0.44854164		-0.4345169		0.16447258		1.1592884		0.60729694		1.2977657		1.199111		1.0830431		1.4493732		1.6172638		1.589159		-2.0716367		-1.8901825		-0.41589737		-0.60180473		-0.56200886		-0.73563004		-0.8261218		-1.075316		-0.82799625		1.00E-41		CHR1V7|COORD:2143247..2143756| similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30230.1); similar to hypothetical protein LOC_Os03g18660 [Oryza		AT1G06980.1		35.2		0		not assigned.unknown				 no descriptionweakly similar to ( 156)AT1G06980| Symbols:  | similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G30230.1); similar to hypothetical protein LOC_Os03g18660 [Oryza sativa (japonica cultivar-group)] (GB:ABF95458.1) | chr1:2143247-2143756 REVERSE				Cluster: Hypothetical protein OSJNBa0027N19.12; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OSJNBa0027N19.12 - Oryza sativa (japonica		UniRef90_Q6F2T0				CHR05V5|COORD:3811047..3811559|protein expressed protein		LOC_Os05g07240.1		CUST_26984_PI403524517		4.3735924		2.1288188		4.3735924		up

		35_8053		0		-0.81420016		-1.0769172		-1.1197255		-0.3340125		-0.53364515		0.017047882		-0.24626541		-0.59212756		-0.24838972		-0.72108555		-0.7814977		-1.4800642		-0.09217119		-0.077960014		-0.06700945		-0.13661814		-0.73072624		-0.017047882		1.6373534		2.9520469		2.4886608		3.475443		2.945487		3.3279724		3.6912174		3.5139093		3.7039547		0.122657776		0.12884617		1.2412772		0.71330833		0.67719173		0.06415272		-0.06040907		1.6429319		1.7597365				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_27847_PI403524517		5.2159424		2.382928		5.2159424		up

		35_8756		0		0.82115793		1.1395445		0.93846226		1.2112665		0.71447325		0.92767143		0.41305256		0.87409925		-0.009159565		-0.44226694		-0.21679592		-0.078891754		-0.35645485		-0.43248177		-0.19744492		-0.077653885		-0.6095524		0.009160042		0.26847935		0.20786238		0.21609497		0.691967		0.5200305		0.34709644		-0.48517323		-0.03264427		-0.54620266		0.53684235		0.26478004		0.2748294		-0.7808609		-1.0287027		-1.0188689		-0.90862036		-0.7075701		-1.6237626				0		0		35.2		0		not assigned.unknown				 no description				Rep: H0818E04.20 protein - Oryza sativa (Rice)		UniRef90_Q01JI6				CHR04V5|COORD:22226251..22228352|protein expressed protein		LOC_Os04g37750.1		CUST_30331_PI403524517		2.067813		1.0481056		2.067813		up

		35_9247		0		0.115758896		0.011088371		-0.17723274		0.15734482		0.08058643		0.10304451		0.5035925		0.2902012		0.26547146		-0.35015774		-0.72234726		-0.9555483		0.0013256073		-0.03805542		-0.40765		0.0647831		0.08520603		0.056142807		-0.4795761		-0.001326561		-0.47040176		0.2544365		0.18203068		0.2127657		0.43477917		0.43761444		0.31115246		-1.5104494		-1.6035118		-1.1640806		-0.9163132		-0.84219646		-0.80491734		-0.5552683		-0.74704266		-0.7622204				0		0		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_32063_PI403524517		2.1250505		1.0874972		2.1250505		up

		35_9561		0		-1.0635939		-0.24689579		-0.49761295		0.24536037		0.2531252		0.3799305		1.2534027		0.9092579		0.6758499		-0.7327738		-0.50173473		-0.33259392		0.22900963		0.44278145		-0.13482094		0.18900299		0.06772804		0.26355267		0.55445194		-1.1686335		-0.06772804		0.3741455		0.7169523		0.6270323		1.4277296		1.3995275		1.6044664		-0.4330845		-0.8935003		-0.6597271		-1.11238		-1.0435886		-1.1895666		-1.1534681		-1.0887394		-1.1299343				0		0		35.2		0		not assigned.unknown				 no description		7.00E-07		Cluster: Os09g0510500 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0510500 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J0G7		3.00E-08		CHR09V5|COORD:19814715..19812148|protein bHLH transcription factor GBOF-1, putative, expressed		LOC_Os09g33580.2		CUST_33164_PI403524517		2.9786515		1.5746593		2.9786515		up

		35_9809		0		0.94934654		0.7204828		0.7341728		0.8101435		0.59176064		0.91030884		0.5719042		0.8198929		0.77483654		-1.1914101		-1.2874622		-1.4375572		-0.41352558		-0.47201538		-0.5744686		-0.3069725		-0.2985258		-0.33681488		0.16428757		1.0592384		0.5344		0.9546356		0.768981		0.7988472		0.6063328		0.8388519		0.5879488		-1.2318525		-0.9888258		-0.8658304		-0.33324146		-0.2985258		-0.20556927		-0.33297443		-0.20301723		-0.16428852		5.00E-22		CHR1V7|COORD:9083890..9085221| proline-rich extensin, putative		AT1G26250.1		35.2		0		not assigned.unknown				 no description				0		0				0		0		CUST_34026_PI403524517		2.7641666		1.4668446		2.7641666		up

		35_9844		0		0.04313469		-0.09255028		0.057800293		0.3595438		0.46922398		0.39505577		1.0293379		0.7015791		0.6322403		-0.33409786		-0.32037354		-0.7552633		0.0018072128		-0.0018081665		-0.5605583		0.45991898		0.656559		0.46208572		-0.95411015		-0.19472122		-0.7043295		0.46208572		0.46979904		0.16214466		0.8214102		0.6256304		0.7342558		-1.9350615		-2.4300966		-1.9779425		-1.7543888		-1.6526489		-2.003214		-1.8713522		-2.1267147		-2.2640047				0		0		35.2		0		not assigned.unknown				 no descriptionApolipoprotein 		4.00E-20		Cluster: Type IV antifreeze protein precursor; n=1; Danio rerio|Rep: Type IV antifreeze protein precursor - Brachydanio rerio (Zebrafish) (Danio rerio)		UniRef90_Q4L216				0		0		CUST_34152_PI403524517		4.468319		2.159732		4.468319		up

		35_6056		0		0.33965206		0.40581322		0.28940392		0.24188995		0.12925243		0.35427666		-0.19302082		0.12559891		0.028217316		0.4656906		0.4462223		0.15201187		0.26004982		0.12410641		0.08412552		0.0311203		-0.07000542		0.06673241		-0.5591583		-0.25160027		-0.38255692		-0.1032238		-0.41314888		-0.38255692		-0.4164133		-0.48097992		-0.39933586		0.12925243		0.01085186		-0.01085186		-1.9743748		-1.9908113		-1.8331366		-2.0041103		-2.5018578		-2.395422				CHR3V7|COORD:17299352..17299852| deoxyuridine 5'-triphosphate nucleotidohydrolase family		AT3G46940.1		23.5		0		nucleotide metabolism.deoxynucleotide metabolism				 no descriptionmoderately similar to ( 230)AT3G46940| Symbols:  | deoxyuridine 5'-triphosphate nucleotidohydrolase family | chr3:17299352-17299852 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Dut dut dUTPase PRK12678 Dcd TT_ORF1 				Cluster: Os03g0669100 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os03g0669100 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DPR2				CHR03V5|COORD:26346673..26345468|protein deoxyuridine 5-triphosphate nucleotidohydrolase, putative, expressed		LOC_Os03g46640.1		CUST_20853_PI403524517		2.028151		1.0201651		2.028151		up

		35_22900		0		0.029200554		-0.11348343		0.06346607		0.20645618		0.25972652		0.12963581		0.19957733		0.23616028		0.26255322		-0.14042759		-0.24304867		-0.4451294		0.057261467		0.12812424		0.16031456		-0.029200554		-0.06599712		-0.07859707		-0.44737053		0.049731255		-0.32180023		0.03681755		0.12870693		0.20174122		0.1452179		0.24900913		0.20441437		-1.888032		-2.3212757		-1.873312		-1.4051304		-1.3396139		-1.4684916		-1.530426		-1.451643		-1.4392967		2.00E-29		CHR4V7|COORD:12939078..12940733| adenylate kinase family protein		AT4G25280.1		23		0		nucleotide metabolism.phosphotransfer and pyrophosphatases.uridylate kinase				 no descriptionweakly similar to ( 125)AT4G25280| Symbols:  | adenylate kinase family protein | chr4:12939078-12940733 REVERSEnot assigned not assigned ADK adk ADK Adk adk 		3.00E-40		Rep: B0616E02-H0507E05.4 protein - Oryza sativa (Rice)		UniRef90_Q01HW8		1.00E-41		CHR04V5|COORD:357987..353429|protein adenylate kinase, putative, expressed		LOC_Os04g01530.2		CUST_79856_PI403524517		3.1659358		1.662632		3.1659358		up

		35_50003		0		0.4488325		0.26080036		0.23222256		0.20537663		0.784008		0.7413039		0.7109256		1.11378		0.6635332		-0.7694788		-0.3257742		-0.5622525		-0.3946786		-0.48585558		-0.5505562		-0.44466925		-0.23974276		-0.44332743		-0.039352894		0.54866457		0.040843964		0.93128014		1.2827497		0.9726162		1.2741508		1.465508		1.545382		-0.5886092		-0.21441507		0.03935337		-0.07149601		-0.21543503		-0.25227642		-0.68084335		-0.5150647		-0.2698908		4.00E-23		CHR3V7|COORD:597595..599445| histidyl-tRNA synthetase, putative / histidine--tRNA ligase, putative		AT3G02760.1		29		0		protein.aa activation.histidine-tRNA ligase				 no descriptionweakly similar to ( 102)AT3G02760| Symbols:  | histidyl-tRNA synthetase, putative / histidine--tRNA ligase, putative | chr3:597595-599445 REVERSEweakly similar to ( 108)SYH_ORYSAnot assigned HisS HisRS-like_core hisS 		3.00E-25		Rep: Histidyl-tRNA synthetase - Triticum aestivum (Wheat)		UniRef90_Q9ZTW6		2.00E-24		CHR05V5|COORD:2909924..2906140|protein histidyl-tRNA synthetase, putative, expressed		LOC_Os05g05840.1		CUST_179799_PI403524517		2.0589402		1.041902		2.0589402		up

		35_16243		0		-0.23024368		-0.15260792		-0.34600353		0.16657639		0.25814056		0.32790565		0.37985325		0.29204845		0.17648697		0.030571938		-0.23595524		0.45738506		-0.22344398		-0.22119904		-0.29131508		0.061447144		0.08707619		0.117622375		0.65081596		-0.57083225		0.50284195		-0.0054779053		0.2554798		0.005478859		0.5271902		0.48417377		0.7060528		-0.32038593		-0.5615444		-0.69534874		-1.0451899		-0.98249626		-0.97903824		-0.88727		-1.0150223		-0.96018696				CHR5V7|COORD:21037492..21039834| subtilase family protein		AT5G51750.1		29		0		protein.degradation.subtilases				 no descriptionhighly similar to ( 625)AT5G51750| Symbols:  | subtilase family protein | chr5:21037492-21039834 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned PA_subtilisin_like PA Peptidase_S8 AprE PA APC_basic 				Cluster: OSIGBa0147H17.8 protein; n=2; Oryza sativa|Rep: OSIGBa0147H17.8 protein - Oryza sativa (Rice)		UniRef90_Q01JW5				CHR04V5|COORD:28662210..28659880|protein subtilisin-like protease precursor, putative, expressed		LOC_Os04g48416.1		CUST_56995_PI403524517		2.1604865		1.1113563		2.1604865		up

		35_18284		0		2.5509577		2.557272		2.6951256		2.0563307		2.2978659		2.2836561		1.630763		2.0780535		1.9074488		2.0520697		2.3136349		2.0612211		1.3575983		1.018259		0.68433		0.4912386		0.5651932		0.4405594		-1.3933353		-0.72519875		-1.0795956		-1.2127447		-1.3330536		-1.3743582		-1.4089918		-1.6641703		-1.630805		-0.4405594		-0.9892216		-0.9028778		-2.4470453		-2.5753365		-2.339387		-2.675232		-2.9947338		-3.1523042				CHR1V7|COORD:310332..313011| subtilase family protein		AT1G01900.1		29		0		protein.degradation.subtilases				 no descriptionmoderately similar to ( 256)AT5G67360| Symbols: ARA12 | ARA12; subtilase | chr5:26889418-26891691 REVERSEnot assigned not assigned PA_subtilisin_like Peptidase_S8 AprE PRK12678 				Cluster: Putative subtilisin-like serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like serine protease - Oryza sativa (jap		UniRef90_Q6ZL89				CHR07V5|COORD:23396515..23398961|protein subtilisin-like protease precursor, putative, expressed		LOC_Os07g39020.1		CUST_64021_PI403524517		2.0113332		1.0081521		2.0113332		up

		35_30144		0		2.6335726		2.7135992		2.6648588		2.0651875		2.3302479		2.422886		1.8174276		2.209712		2.0122147		2.0460453		2.4100838		1.9607325		1.4131117		1.1825991		0.9858265		0.66543007		0.29849815		0.48101616		-1.2028761		-0.34361124		-0.8113022		-1.0204387		-1.1887107		-1.183445		-0.9544387		-1.1186895		-1.1826558		-0.29849815		-0.86155987		-0.5522485		-2.173695		-2.110242		-1.7667093		-2.2997093		-2.7528448		-2.7551765		8.00E-30		CHR5V7|COORD:21037492..21039834| subtilase family protein		AT5G51750.1		29		0		protein.degradation.subtilases				 no descriptionvery weakly similar to (85.9)AT5G51750| Symbols:  | subtilase family protein | chr5:21037492-21039834 FORWARD		4.00E-26		Cluster: Putative subtilisin-like serine protease; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative subtilisin-like serine protease - Oryza sativa (jap		UniRef90_Q6ZL89		2.00E-27		CHR07V5|COORD:23396515..23398961|protein subtilisin-like protease precursor, putative, expressed		LOC_Os07g39020.1		CUST_105873_PI403524517		2.0667639		1.0473737		2.0667639		up

		35_10337		0		0.26715946		-0.010667801		0.5696182		0.3256235		-0.020580292		0.19836235		0.5897007		0.4025097		0.4662285		0.05848503		-0.062952995		-0.3932743		0.24510765		0.28343678		0.16443539		0.010666847		0.06862831		0.16398525		-0.72557163		-0.2951355		-0.69317627		0.123547554		-0.2405119		-0.123355865		0.22581577		0.26261616		0.19649792		-2.843361		-7.1281796		-3.6018023		-6.589382		-6.7486315		-6.4809647		-6.6149817		-3.1167393		-5.2268677				CHR5V7|COORD:370808..372772| zinc finger (C3HC4-type RING finger) family protein		AT5G01960.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionmoderately similar to ( 284)AT5G01960| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:370808-372772 FORWARDnot assigned not assigned not assigned not assigned not assigned RING HRD1 RING zf-C3HC4 				Cluster: Os05g0316000 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0316000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DJ87				CHR01V5|COORD:3497896..3501635|protein zinc finger, C3HC4 type family protein, expressed		LOC_Os01g07390.1		CUST_35846_PI403524517		37.56436		5.2312927		37.56436		up

		35_15984		0		0.7790699		0.77617264		0.9466181		1.7802687		1.9234018		1.5536537		2.4573135		2.1819963		2.1085815		0.50783634		-0.08065224		1.0594053		0.5579729		0.51853275		0.07842159		0.6324072		0.43986797		0.58101845		-2.5861855		-2.8582926		-3.0626202		-1.3563709		-0.98454666		-1.5719452		-0.27494144		-0.44155788		-0.13247013		-1.473094		-1.3878794		-1.5378313		-0.36373806		-0.46540165		-0.33686733		-0.0193367		0.0193367		-0.14537334		1.40E-45		CHR5V7|COORD:24428179..24432075| zinc finger (C3HC4-type RING finger) family protein		AT5G60710.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionweakly similar to ( 162)AT5G60710| Symbols:  | zinc finger (C3HC4-type RING finger) family protein | chr5:24428179-24432075 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned vWA_C3HC4_type vWA_interalpha_trypsin_inhibitor vWFA vWA_subgroup VWA VWA PRK07003 vWFA_subfamily_ECM PRK12323 APC_basic PRK07764 PRK12678 vWA_subfamily Herpes_BLLF1 vWA_BatA_type DUF566 TerY COG2304 HPC2 Atrophin-1 Pneumo_att_G PRK05648 ChlD vWA_Magnesium_chelatase Tymo_45kd_70kd VgrG vWA_ywmD_type IER PRK12372 				Cluster: Von Willebrand factor type A domain containing protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: Von Willebrand factor		UniRef90_Q2QSE5				CHR12V5|COORD:13911270..13913324|protein retrotransposon protein, putative, unclassified, expressed		LOC_Os12g24390.1		CUST_56151_PI403524517		2.1957233		1.1346962		2.1957233		up

		35_6809		0		-0.04096222		-0.330966		-0.18902683		-0.114341736		0.119888306		0.04096222		0.9744096		0.4574213		0.4493394		-0.5553713		-1.2290955		-1.3138287		-0.43303442		-0.4481287		-1.1043105		-1.4387393		-0.99846125		-0.6587806		1.8879561		-0.6764488		2.026132		-0.28273916		0.08302736		-0.4716816		0.80437374		0.60203934		0.593771		-1.2396035		-0.14694357		0.9327593		1.3869658		1.8881898		1.2406621		1.589901		1.1258545		1.3619089		1.00E-33		CHR4V7|COORD:913555..916414| PIT1 (PITCHOUN 1); protein binding / zinc ion binding		AT4G02075.1		29		0		protein.degradation.ubiquitin.E3.RING				 no descriptionweakly similar to ( 117)AT4G02075| Symbols: PIT1 | PIT1 (PITCHOUN 1); protein binding / zinc ion binding | chr4:913555-916414 REVERSEnot assigned not assigned RINGv SSM4 zf-C3HC4 				Cluster: Os05g0355300 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os05g0355300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DIX0				CHR05V5|COORD:16772537..16769917|protein PIT1, putative, expressed		LOC_Os05g28730.1		CUST_23427_PI403524517		2.0859714		1.0607194		2.0859714		up

		35_21509		0		0.43414688		0.2641058		0.40798807		1.0301852		0.83494663		0.9795227		0.88077164		0.9203377		1.6441636		-0.33648872		-0.1389432		-0.81445503		-1.0506415		-0.7102423		-1.0367818		-1.2249832		-1.4254794		-1.4055276		-1.1548815		-0.71857214		-1.2389207		-0.4316044		-1.1967139		-0.59924793		-0.41846704		-0.12744617		-0.15529346		0.23765421		0.12744617		0.3249278		1.2363086		1.8392677		1.5717182		1.7694211		2.3754573		2.2735715				CHR1V7|COORD:25512400..25514360| FKF1 (FLAVIN-BINDING KELCH DOMAIN F BOX PROTEIN); ubiquitin-protein ligase		AT1G68050.1		29		0		protein.degradation.ubiquitin.E3.SCF.FBOX				 no descriptionmoderately similar to ( 408)AT1G68050| Symbols: ADO3, FKF1 | FKF1 (FLAVIN-BINDING KELCH DOMAIN F BOX PROTEIN); ubiquitin-protein ligase | chr1:25512400-25514360 FORWARDhighly similar to ( 515)ADO3_ORYSAnot assigned not assigned not assigned PRK07764 Drf_FH1 				Rep: Adagio-like protein 3 - Oryza sativa (Rice)		UniRef90_Q2R2W1				CHR11V5|COORD:19686055..19681205|protein adagio protein 1, putative, expressed		LOC_Os11g34460.1		CUST_75035_PI403524517		3.309549		1.7266346		3.309549		up

		35_20645		0		-0.41038704		0.28221512		0.12427378		-0.17219305		0.12372637		-0.41506338		-0.7836361		-0.67897844		-0.28398037		0.31901026		0.36503553		0.18490124		-0.17926407		0.135643		0.007785797		0.49517298		0.4654913		0.5955386		0.72666407		0.22817469		0.86075306		0.047973633		0.04279661		0.02651453		0.10645819		-0.007785797		-0.10537052		-0.3306737		-0.21459818		-0.6240845		-1.1346617		-0.92888975		-0.92120934		-1.1604791		-1.1106024		-1.4214902				CHR1|COORD:9603165..9606088| glycosyl transferase family 43 protein, similar to Galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1, Rattus norv		AT1G27600.2		29.7		0		protein.glycosylation				 no descriptionmoderately similar to ( 246)AT1G27600| Symbols:  | glycosyl transferase family 43 protein | chr1:9604070-9605868 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned GlcAT-I Glyco_transf_43 PRK12323 PRK07003 PRK12678 				Rep: Beta3-glucuronyltransferase - Hordeum vulgare (Barley)		UniRef90_Q7XHJ6				CHR04V5|COORD:206469..209979|protein galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase 1, putative, expressed		LOC_Os04g01280.1		CUST_72022_PI403524517		2.122661		1.0858741		2.122661		up

		35_13722		0		0.2677803		0.12335682		0.44932747		0.19965363		0.045451164		-0.004617691		0.18058968		0.32642365		-0.054008484		-0.58475685		-0.79404354		-0.80837345		-1.2973423		-1.3016872		-1.1143017		-1.1248045		-1.1790972		-1.2053957		0.013165474		0.0104084015		0.0046186447		-0.2675438		0.27875996		-0.31271935		-0.6361618		-0.5548878		-0.7653618		0.48989487		0.6091051		-0.41160774		0.0883522		-0.06571007		0.0059022903		0.21131325		0.023510933		0.021853447		2.00E-17		CHR4V7|COORD:8367883..8369163| CIPK4 (CBL-INTERACTING PROTEIN KINASE 4); kinase		AT4G14580.1		29.4		0		protein.postranslational modification				 no descriptionvery weakly similar to (86.7)AT4G14580| Symbols: SnRK3.3, CIPK4 | CIPK4 (CBL-INTERACTING PROTEIN KINASE 4); kinase | chr4:8367883-8369163 REVERSEvery weakly similar to (61.6)CIPK1_ORYSAnot assigned Glycolytic NAF 				Cluster: Putative serine/threonine protein kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative serine/threonine protein kinase - Oryza sativa (jap		UniRef90_Q75GK4				CHR03V5|COORD:24182129..24180423|protein CBL-interacting serine/threonine-protein kinase 15, putative, expressed		LOC_Os03g43440.1		CUST_47982_PI403524517		2.3229744		1.2159733		2.3229744		up

		35_16325		0		-0.035271645		-0.004480362		0.0075998306		0.1793518		0.07385826		0.20196724		0.12953854		0.07840538		0.2621832		-1.1137276		-1.2370081		-1.0395527		-0.9319725		-0.9179039		-0.53046036		-1.1246033		-1.0453739		-1.1076746		-0.5507393		0.034716606		-0.3749981		0.004480362		-0.006500244		0.059300423		-0.13947773		0.122143745		0.043704987		-0.14331722		-0.19358063		-0.058416367		0.39481926		0.39078808		0.39668941		0.52180576		0.4530983		0.4425602				CHR1V7|COORD:27376215..27379840| casein kinase, putative		AT1G72710.1		29.4		0		protein.postranslational modification				 no descriptionhighly similar to ( 643)AT1G72710| Symbols:  | casein kinase, putative | chr1:27376215-27379840 FORWARDvery weakly similar to (66.6)KC47_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc Pkinase SPS1 S_TKc Pkinase_Tyr TyrKc PTKc PTKc_Src_like PTKc_Srm_Brk PTKc_Syk_like PTKc_Lck_Blk PTKc_Jak_rpt2 PTKc_Src PTKc_Fyn_Yrk PTKc_Yes PTKc_Fes_like PTKc_Tyk2_rpt2 PTKc_Ack_like PTKc_Jak1_rpt2 PTKc_Fer PTKc_Hck PTKc_Csk_like PTKc_PDGFR PTKc_Syk PTKc_TrkC PTKc_Frk_like PTKc_Lyn PTKc_FAK 				Rep: Hypothetical protein B1114B07.27-1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q656Y0				CHR01V5|COORD:22205835..22210876|protein casein kinase I isoform delta-like, putative, expressed		LOC_Os01g38950.1		CUST_57241_PI403524517		2.1503973		1.1046032		2.1503973		up

		35_16744		0		0.58433247		0.2590456		0.34753513		0.13866329		0.058995247		0.401371		-0.090078354		-0.16655064		-0.06776142		0.033252716		-0.17892742		0.21457195		-0.13067245		-0.117305756		0.121788025		-0.033251762		-0.12147713		-0.041035652		2.090001		0.35776043		1.7021475		0.40037918		0.50466156		0.4705057		0.35973358		0.5595436		0.42645836		-0.19345093		-0.3351345		-0.32551098		-0.45508003		-0.5039511		-0.4763918		-0.119989395		-0.27210712		-0.32723808				CHR5V7|COORD:7218084..7221746| protein kinase family protein / NAF domain-containing protein		AT5G21326.1		29.4		0		protein.postranslational modification				 no descriptionhighly similar to ( 630)AT5G21326| Symbols:  | protein kinase family protein / NAF domain-containing protein | chr5:7218084-7221746 FORWARDhighly similar to ( 832)CIPK1_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc Pkinase SPS1 Pkinase_Tyr TyrKc PTKc PTKc_Jak_rpt2 PTKc_Csk_like PTKc_Srm_Brk NAF PTKc_FAK PTKc_EphR PTKc_Ack_like PTKc_Tec_like PTKc_Fes_like PTKc_Src_like PTKc_Fes PTKc_FGFR PTKc_Jak2_Jak3_rpt2 PTKc_Tec_Rlk PTKc_Fer PTKc_EGFR_like PTK_CCK4 PTKc_InsR_like PTKc_Syk_like PTKc_FGFR4 PTKc_EphR_A PTKc_Btk_Bmx PTKc_Jak1_rpt2 PTKc_Trk PTKc_Abl PTKc_Tyk2_rpt2 PTKc_Ror PTKc_FGFR3 PTKc_FGFR1 PTKc_Tyro3 PTKc_FGFR2 PTKc_PDGFR PTKc_Chk PTKc_EphR_B PTKc_Frk_like PTKc_Csk PTKc_Lyn PTKc_Lck_Blk PTKc_EphR_A2 PTKc_Hck PTKc_Axl_like PTKc_Itk PTKc_Syk PTKc_Axl PTKc_Met_Ron PTKc_ALK_LTK PTKc_TrkC PTKc_EphR_A10 PTKc_HER4 PTK_Ryk PTKc_Fyn_Yrk PTKc_Ror2 PTKc_Musk PTKc_RET PTKc_Src PTKc_Zap-70 PTKc_Aatyk PTKc_TrkB PTKc_DDR PTKc_EGFR PTKc_HER2 PTK_Jak_rpt1 PTKc_TrkA PTKc_Yes PTKc_DDR_like PTKc_c-ros PTKc_IGF-1R PTKc_Ror1 PTK_HER3 PTKc_InsR PTKc_Tie1 PTKc_Tie PTK_Jak2_Jak3_rpt1 PTKc_Tie2 				Rep: CIPK-like protein 1 - Oryza sativa (Rice)		UniRef90_Q6X4A2				CHR03V5|COORD:11510816..11505106|protein CIPK-like protein 1, putative, expressed		LOC_Os03g20380.1		CUST_58689_PI403524517		2.140255		1.0977827		2.140255		up

		35_24514		0		0.34388638		0.6172981		0.706481		-0.12712955		0.3398924		-0.19737339		-0.30773067		-0.23215199		-0.16995907		0.67411613		1.0331059		0.6938734		0.3628788		0.49439716		0.7008209		1.0913906		1.1498213		1.0957823		0.23153973		0.679204		0.7932453		0.12712955		0.24693203		-0.16240025		-0.14107227		-0.24818707		-0.26540375		-3.04881		-5.08761		-5.091863		-8.594016		-8.600346		-6.9982977		-8.598823		-8.602409		-8.603712		2.00E-23		CHR5V7|COORD:19396029..19398284| protein kinase, putative		AT5G47850.1		29		0		protein.postranslational modification.kinase.receptor like cytoplasmatic kinase VII				 no descriptionweakly similar to ( 106)AT5G47850| Symbols:  | protein kinase, putative | chr5:19396029-19398284 REVERSEweakly similar to ( 105)CRI4_MAIZEPutative receptor protein kinase CRINKLY4 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc PTKc_EphR 		4.00E-38		Cluster: Protein kinase domain containing protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Protein kinase domain containing protein - Oryza sativa (jap		UniRef90_Q2QQC1		2.00E-39		CHR12V5|COORD:18956069..18958083|protein protein kinase domain containing protein		LOC_Os12g31560.1		CUST_85581_PI403524517		143.52994		7.165208		143.52994		up

		35_746		0		-0.9264307		-0.7356911		-0.6350031		-1.175765		-1.4115963		-1.3187723		-1.4604034		-1.4479551		-1.606976		-0.39755344		-0.5004101		-0.024547577		-0.5083561		-1.198781		0.47761536		-0.8121948		-0.9364557		-0.78829956		3.1914606		2.110856		2.7739992		1.5625935		1.6933308		1.4458942		1.3972149		1.1999817		1.3484459		2.5515919		2.1280384		2.018938		0.15951061		0.20536804		0.02454853		0.30321693		0.052568436		-0.03941536				CHR2V7|COORD:16925584..16926701| 40S ribosomal protein S26 (RPS26A)		AT2G40510.1		29		0		protein.synthesis.misc ribososomal protein				 no descriptionweakly similar to ( 120)AT3G56340| Symbols:  | 40S ribosomal protein S26 (RPS26C) | chr3:20903288-20904322 REVERSEweakly similar to ( 142)RS26_ORYSAnot assigned Ribosomal_S26e RPS26B PRK09335 				Rep: 40S ribosomal protein S26 - Oryza sativa (Rice)		UniRef90_P49216				CHR05V5|COORD:23402575..23399874|protein 40S ribosomal protein S26, putative, expressed		LOC_Os05g39960.1		CUST_2729_PI403524517		2.0498102		1.0354903		2.0498102		up

		35_20502		0		-1.2083554		-0.84618664		-0.9013958		-0.7365656		-1.0838647		-0.87421703		-0.27079773		-0.7915945		-2.1235037		-1.8440619		-2.4737043		-2.15111		-0.56420565		-3.1275172		0.11208439		-2.488933		-1.5027952		-1.0129533		3.4561243		2.7773018		3.1080952		2.04497		2.2168112		1.7440057		1.9179912		1.718956		1.8323984		2.696333		2.3952212		2.3371239		0.3579669		0.5832305		0.6621647		0.5455103		0.37973356		-0.11208391				CHR1V7|COORD:6027716..6028279| ATTIM23-1 (TRANSLOCASE OF INNER MITOCHONDRIAL MEMBRANE 23); protein translocase		AT1G17530.1		29		0		protein.targeting.mitochondria				 no descriptionweakly similar to ( 164)AT1G17530| Symbols: ATTIM23-1 | ATTIM23-1 (TRANSLOCASE OF INNER MITOCHONDRIAL MEMBRANE 23); protein translocase | chr1:6027716-6028279 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Tim17 PRK12323 Atrophin-1 Extensin_2 PRK07003 TIM22 Herpes_BLLF1 HPC2 PRK05648 PRK12678 PRK07764 Pneumo_att_G Tymo_45kd_70kd AF-4 APC_basic PRK10263 GRASP55_65 DUF1421 PRK10905 PRK08691 				Cluster: Putative mitochondrial inner membrane protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative mitochondrial inner membrane protein - Oryza s		UniRef90_Q8GZW5				CHR03V5|COORD:827492..826201|protein mitochondrial import inner membrane translocase subunit tim23, putative, expressed		LOC_Os03g02390.1		CUST_71533_PI403524517		2.3279343		1.2190503		2.3279343		up

		35_30989		0		1.4476733		1.6881843		1.6873908		2.544508		2.336915		2.5893755		2.5407543		2.9794455		-4.85E-04		-1.6743383		-0.55448866		-1.5093641		-0.300416		-0.6224513		-0.6343851		0.17988348		-0.17892075		1.0614686		1.4703822		1.3847733		1.5869536		2.455285		2.7058992		2.4982004		-1.3480082		-0.41167784		4.85E-04		-1.3324537		-0.74252653		-0.79664755		-0.41966963		-1.4658108		-0.6530371		-0.019684315		0.86981916		-0.027056217		7.00E-31		CHR1V7|COORD:28559111..28559626| plastocyanin		AT1G76100.1		1		0		PS.lightreaction.other electron carrier (ox/red).plastocyanin				 no descriptionweakly similar to ( 129)AT1G76100| Symbols:  | plastocyanin | chr1:28559111-28559626 REVERSEmoderately similar to ( 210)PLAS_CHLREPlastocyanin, chloroplast precursor - Chlamydomonas reinhardtiiCopper-bind PRK02710 PetE COG4454 				Cluster: Plastocyanin, chloroplast precursor; n=3; Chlamydomonas|Rep: Plastocyanin, chloroplast precursor - Chlamydomonas reinhardtii		UniRef90_P18068		1.00E-39		CHR06V5|COORD:149246..148387|protein plastocyanin, chloroplast precursor, putative, expressed		LOC_Os06g01210.1		CUST_108994_PI403524517		5.4628043		2.4496417		5.4628043		up

		35_21992		0		0.027029037		-0.027029037		0.26466465		0.9029255		0.80526733		0.76313114		1.4025068		1.2669439		1.2667542		-0.9265728		-0.5581298		-0.22550201		-0.49178267		-0.66670656		-0.9152646		-0.36265278		-0.33341503		-0.32670593		0.14052868		-0.48423862		-0.14300442		-0.07492018		-0.20615435		-0.20824623		0.47065258		0.57462597		0.5464392		-0.18318653		-0.19788551		-0.10753727		1.1889429		1.2759428		1.1886892		1.4359798		1.6182947		1.480917		1.00E-41		CHR5V7|COORD:2060652..2061957| (THIOREDOXIN-LIKE 5); thiol-disulfide exchange intermediate		AT5G06690.1		21.1		0		redox.thioredoxin				 no descriptionweakly similar to ( 166)AT5G06690| Symbols:  | (THIOREDOXIN-LIKE 5); thiol-disulfide exchange intermediate | chr5:2060853-2061957 REVERSEvery weakly similar to (66.2)TRXH_ORYSAnot assigned not assigned not assigned TRX_family Thioredoxin PRK10996 				Cluster: Putative hioredoxin 5; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative hioredoxin 5 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z7L3				CHR02V5|COORD:32678281..32680178|protein thioredoxin-like 5, chloroplast precursor, putative, expressed		LOC_Os02g53400.1		CUST_76717_PI403524517		2.4207199		1.2754362		2.4207199		up

		35_21287		0		0.6677427		0.671649		0.5274267		0.6765709		0.5598259		0.6368189		0.92105293		1.001689		0.9094105		-1.8293295		-1.261405		-1.7604122		-0.7885771		-0.84725		-1.1946707		-0.17383003		-0.13145638		-0.14382267		-0.087776184		0.864378		0.37913227		0.6932144		0.6670017		0.44323635		0.59371376		0.82323456		0.8054371		-0.70154285		-0.6248131		-0.565444		-0.33482075		0.08777523		-0.26140404		-0.112202644		-0.32310963		-0.24956322		8.00E-28		CHR1V7|COORD:9951921..9952490| ATERF12/ERF12 (ERF domain protein 12); DNA binding / transcription factor/ transcriptional repressor		AT1G28360.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionweakly similar to ( 116)AT1G28360| Symbols: ERF12, ATERF12 | ATERF12/ERF12 (ERF domain protein 12); DNA binding / transcription factor/ transcriptional repressor | chr1:9951921-9952490 FORWARDweakly similar to ( 104)ERF4_TOBACEthylene-responsive transcription factor 4 - Nicotiana tabacum (Common tobacco)AP2 AP2 AP2 				Cluster: Hypothetical protein OJ1118_C04.8; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1118_C04.8 - Oryza sativa (japonica cultivar		UniRef90_Q75K84				CHR05V5|COORD:24345663..24344679|protein ethylene-responsive transcription factor 12, putative, expressed		LOC_Os05g41760.1		CUST_7581_PI399408534		3.1029923		1.6336601		3.1029923		up

		35_50657		0		0.078278065		0.56118155		0.39390516		0.20050049		0.82136583		0.6342416		0.26310682		0.8755679		1.054357		-0.7519169		-0.72256446		-1.4349983		-0.32885742		0.27228546		-0.13847637		0.39102316		-0.644403		-0.4072528		-0.5403304		0.27994776		-0.07827854		0.4496627		0.8134408		0.9191327		0.8329272		0.75624037		0.6821389		-0.9656739		-0.82741547		-0.9973519		-1.3381073		-1.0498021		-1.0440493		-0.72983694		-0.4550705		-0.62292695		2.00E-16		CHR1V7|COORD:25729473..25730447| AP2 domain-containing transcription factor, putative		AT1G68550.1		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				 no descriptionvery weakly similar to (60.1)AT1G22190| Symbols:  | AP2 domain-containing transcription factor, putative | chr1:7836234-7837019 FORWARDvery weakly similar to (57.0)ERF5_TOBACEthylene-responsive transcription factor 5 - Nicotiana tabacum (Common tobacco)AP2 AP2 AP2 		2.00E-44		Cluster: Os09g0309700 protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Os09g0309700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J2R6		1.40E-45		CHR09V5|COORD:8202350..8198884|protein AP2 domain containing protein, expressed		LOC_Os09g13940.4		CUST_29904_PI399408534		2.5481625		1.3494573		2.5481625		up

		AF442489_at		0		0.11024904		-0.023530006		-0.3046341		0.45349455		0.5110407		0.023530483		0.9403591		0.35352373		0.8594551		-0.77541375		-1.2553759		-1.2597923		-0.4797902		-0.8673978		-0.32319498		-1.2993276		-1.4419315		-1.5405638		-1.2538054		1.637135		-0.95853615		-1.5623181		-1.6537826		-0.30584335		0.17698288		0.46493435		0.200243		-0.42082214		-0.40030813		0.053848743		1.2985177		1.4775534		1.317719		1.26829		0.9391837		0.82431555		1.00E-33		DRE-binding protein, putative / CRT/DRE-binding factor, putative		At5g51990.1     		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				encodes a member of the DREB subfamily A-1 of ERF/AP2 transcription factor family (CBF4). The protein contains one AP2 domain. There are six members in this subfamily, including CBF1, CBF2, and CBF3. This gene is involved in response to drought stress and				CRT/DRE binding factor 2 [Hordeum vulgare subsp. vulgare]		AAM13419.1      				protein AP2 domain, putative		Os09g35010		CUST_41_PI404877155		2.5523186		1.3518084		2.5523186		up

		Contig24911_at		0		0.22002888		0.49479628		0.4583392		0.46956348		0.8130417		0.71302366		0.09148407		0.5734749		0.8433175		-0.899251		-0.78408766		-0.99183416		-0.1826396		0.06295967		-0.4574399		-0.4827094		-0.5766363		-0.6420841		-0.29410028		0.18511677		-0.06296015		0.36192417		1.1889648		0.44634867		0.5340519		0.67076874		0.61822796		-1.1246314		-1.0775218		-0.9709377		-1.0147433		-0.9161477		-0.83048105		-0.3838935		1.4931555		-0.8057518		1.00E-04		17457509|cyclin-related		At2g41830.1     		27		0		RNA.regulation of transcription.AP2/EREBP, APETALA2/Ethylene-responsive element binding protein family				NONE		0.003		similar to Leishmania major. Ppg3 [Dictyostelium discoideum]		AAS38911.1      		4.00E-24		protein AP2 domain, putative		Os09g13940		CUST_8420_PI404877155		2.0995615		1.070088		2.0995615		up

		35_49402		0		-0.23853016		0.34311867		0.04954338		0.44540977		0.18247032		0.27436352		0.7538271		0.5517521		0.25287342		-0.15312004		-0.5014925		-0.049542427		-0.63764095		-0.7074528		-0.5798273		-0.6769562		-0.59011364		-0.5235224		1.1678066		0.4101839		1.0885019		0.6923914		0.61816883		0.597764		0.69306755		0.70928574		0.7814102		0.5452938		-0.37509155		-0.5771427		-0.52922344		-0.39828396		-0.5282421		-0.2597103		-0.45554733		-0.39241982		3.00E-15		CHR1V7|COORD:2989511..2990134| transcription factor		AT1G09250.1		27		0		RNA.regulation of transcription.bHLH,Basic Helix-Loop-Helix family				 no descriptionvery weakly similar to (51.6)AT1G09250| Symbols:  | transcription factor | chr1:2989511-2990134 FORWARD		1.00E-20		Cluster: Expressed protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10ME5		6.00E-22		CHR03V5|COORD:11111968..11113058|protein expressed protein		LOC_Os03g19780.1		CUST_12554_PI399408534		2.1154933		1.0809941		2.1154933		up

		35_24097		0		0.9668598		0.8326988		0.9489155		1.3594742		1.3733835		1.3992367		1.609437		1.3709698		1.531889		-0.86220455		-1.1032734		-1.0272241		-0.18863487		-0.05008936		-0.048475266		-0.21865654		-0.043064594		-0.34899616		0.043064117		0.7348089		0.3957882		1.3485727		1.2420826		1.2755785		1.5416079		1.7525978		1.4803104		-1.0493827		-0.933054		-0.54886913		-0.15583992		-0.2485528		-0.090162754		-0.37466526		-0.65037584		-0.70655394		5.00E-12		CHR1V7|COORD:6751944..6753950| bZIP transcription factor family protein		AT1G19490.1		27		0		RNA.regulation of transcription.bZIP transcription factor family				 no descriptionvery weakly similar to (67.0)AT1G19490| Symbols:  | bZIP transcription factor family protein | chr1:6751944-6753950 REVERSEBRLZ 		1.00E-21		Rep: DNA-binding factor of bZIP class - Oryza sativa (Rice)		UniRef90_Q40627		2.00E-10		CHR12V5|COORD:2767413..2776005|protein retrotransposon protein, putative, unclassified, expressed		LOC_Os12g06010.1		CUST_3348_PI399408534		3.244879		1.6981647		3.244879		up

		Contig24940_at		0		0.94608784		0.8966255		0.81024456		1.172101		1.189578		1.0943317		1.2673187		1.3545713		1.3381157		-1.0666232		-1.2128382		-0.99007416		-0.13665104		-0.01808834		-0.07688713		-0.21030807		-0.029548645		-0.2652855		0.018087387		0.76490784		0.27795792		1.1847458		1.00776		1.0992966		1.3752775		1.4925613		1.3545713		-1.227675		-0.9598055		-0.73125553		-0.37103605		-0.42364645		-0.116028786		-0.2602415		-0.7688923		-0.63478947		5.00E-12		bZIP transcription factor family protein		At1g19490.1     		27		0		RNA.regulation of transcription.bZIP transcription factor family				DNA-binding factor of bZIP class/G-box binding factor 2B		9.00E-22		G-box binding factor 2B - rice gb|AAC49558.1| DNA-binding factor of bZIP class		T03245          		6.00E-23		protein bZIP transcription factor, putative		Os12g06010		CUST_8436_PI404877155		2.9565604		1.5639198		2.9565604		up

		Contig8538_at		0		0.5546694		0.14527416		0.49789143		0.83895016		0.21298599		0.46621132		1.0690708		0.5933466		0.7586098		-0.37040615		-0.7579212		-0.7939539		-0.2243805		-0.30988503		-0.22792721		-0.6801567		-0.77273273		-0.69281197		-0.6676445		-0.4478283		-0.9261303		-0.016152382		-0.29892826		-0.15151691		0.11091328		-0.019688606		-0.03156948		-0.0043706894		0.0043706894		0.6616287		1.0778198		1.463644		1.2315989		1.96492		1.8613081		1.9155073		2.00E-39		bZIP transcription factor family protein		At5g28770.2     		27		0		RNA.regulation of transcription.bZIP transcription factor family				bZIP transcription factor family protein, similar to seed storage protein opaque-2(bZIP family)GI:168428 from Zea mays; contains Pfam profile PF00170: bZIP transcription factor; identical to cDNA bZIP protein BZO2H3 GI:10954098 or  bZIP transcription fact				light-induced protein CPRF-2 - parsley		S16321          				protein Similar to probable DNA binding protein - rice		Os12g40920		CUST_14713_PI404877155		2.1546671		1.107465		2.1546671		up

		35_15630		0		-0.40650702		-0.2493186		-0.48449373		0.10231161		0.06727791		0.3183589		1.2665501		1.1173496		1.0916681		-0.9572673		-1.7818632		-1.5934863		-0.6832509		-0.7286267		-1.4121757		-1.2770109		-2.0782793		-0.85591364		0.60538197		0.60123396		0.18910456		1.3419337		1.6419973		1.6204057		2.05121		2.6334825		2.6844459		-0.51248264		-0.08828163		-0.9373121		-0.15748072		-0.06727791		-0.2768302		0.20628071		0.33509302		0.33952475		1.40E-45		CHR2|COORD:11310670..11314031| plant-specific transcription factor YABBY family protein, contains Pfam profile: PF04690 YABBY protein		AT2G26580.2		27		0		RNA.regulation of transcription.C2C2(Zn) YABBY family				 no descriptionweakly similar to ( 172)AT2G45190| Symbols: FIL, YAB1, AFO | AFO (ABNORMAL FLORAL ORGANS); transcription factor | chr2:18635524-18637626 REVERSEweakly similar to ( 164)YAB1_ORYSAYABBY 				Cluster: YABBY protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: YABBY protein, expressed - Oryza sativa (japonica cultivar-group)		UniRef90_Q2QM17				CHR12V5|COORD:26444027..26453782|protein axial regulator YABBY2, putative, expressed		LOC_Os12g42610.1		CUST_13262_PI399408534		2.9830449		1.5767857		2.9830449		up

		Contig5181_at		0		-0.34353065		-0.23827791		-0.37841797		0.33472538		0.043959618		0.35610008		1.1883898		1.1109438		1.1057959		-1.6805196		-1.6724181		-1.4373999		-1.0702472		-1.1546826		-1.3819385		-1.2902532		-1.4961271		-1.4390402		0.34310436		0.5616336		0.28772497		1.202836		1.4648924		1.2774992		2.0898075		2.4471455		2.6645918		-0.8612032		-1.1451836		-0.9464855		-0.18825579		-0.115905285		-0.039378166		0.4394245		0.039378643		0.12882471		1.40E-45		plant-specific transcription factor YABBY family protein		At2g26580.1     		27		0		RNA.regulation of transcription.C2C2(Zn) YABBY family				gi|11280864|pir||T51588 hypothetical protein 2 [imported]				hypothetical protein 2 [imported] - rice gb|AAC72848.1| unknown [Oryza sativa]		T51588          				protein YABBY protein		Os12g42610		CUST_11491_PI404877155		3.3771648		1.7558126		3.3771648		up

		35_4473		0		0.18052101		0.11200333		0.05551243		0.067873		-0.08580208		-0.027529716		0.32143974		0.25415802		0.12171364		0.20337582		-0.063845634		-0.18649483		0.04292488		-0.026122093		0.08406067		0.08190155		0.06573582		0.026123047		-0.21321106		-0.038680077		-0.16027737		0.07341194		0.067873		-0.08113289		0.10013294		0.20158386		0.05968094		-2.6249413		-7.205166		-3.8130832		-8.685626		-8.428209		-8.726553		-8.759978		-8.880817		-9.126409				CHR5V7|COORD:4561158..4564602| zinc finger (C2H2 type) family protein		AT5G14140.1		27		0		RNA.regulation of transcription.C2H2 zinc finger family				 no descriptionmoderately similar to ( 257)AT5G14140| Symbols:  | zinc finger (C2H2 type) family protein | chr5:4561158-4564602 FORWARDvery weakly similar to (52.0)GLCAP_SOYBNBeta-conglycinin, alpha' chain precursor - Glycine max (Soybean)not assigned 				Cluster: Os11g0498400 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os11g0498400 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0ISL4				CHR11V5|COORD:17219356..17222718|protein zinc finger protein 511, putative, expressed		LOC_Os11g30484.1		CUST_11000_PI399408534		164.53387		7.362241		164.53387		up

		Contig9883_at		0		0.4231577		0.24333858		0.16322708		0.06678867		-0.024727821		0.15099907		0.15989113		0.30607033		0.14462566		0.23248863		-0.024727821		-0.1441698		0.4718294		0.31897068		0.40378857		0.104782104		-0.06290436		0.07749462		0.0023736954		-0.002374649		-0.15590477		-0.04174328		-0.18246365		0.05881977		0.008151054		0.17435932		-0.010894775		-2.7155619		-5.7728033		-3.993074		-8.178194		-8.211559		-8.242325		-8.212388		-8.256283		-8.311774				zinc finger (C2H2 type) family protein		At5g14140.1     		27		0		RNA.regulation of transcription.C2H2 zinc finger family				gi|27808566|gb|AAO24563.1| At5g14140				At5g14140 [Arabidopsis thaliana]		AAO24563.1      				protein Similar to At5g14140		Os11g30490		CUST_16017_PI404877155		116.20082		6.8604765		116.20082		up

		35_24604		0		0.4557457		0.8173585		0.66571856		0.88325787		0.99337673		0.6666961		0.9992533		1.2950778		-0.44928265		-0.6764941		-0.8140788		-0.8832364		-0.53054714		0.043419838		-0.043419838		0.19024754		-0.15765285		0.24150467		0.4689865		0.8221731		0.82906246		1.350359		1.4718056		1.2541041		-0.42976236		-0.39946508		0.08955717		-1.0713611		-0.94768476		-0.4612751		-1.1709223		-0.9322314		-1.7052212		-1.0090728		-1.2915435		-0.7212157		1.00E-09		CHR2V7|COORD:11752274..11753453| CCAAT-box binding transcription factor subunit HAP3-related		AT2G27470.1		27		0		RNA.regulation of transcription.CCAAT box binding factor family, HAP3				 no descriptionvery weakly similar to (60.1)AT2G27470| Symbols:  | CCAAT-box binding transcription factor subunit HAP3-related | chr2:11752274-11753453 REVERSEnot assigned 		2.00E-10		Cluster: Hypothetical protein OJ1003_C09.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1003_C09.9 - Oryza sativa (japonica cultivar		UniRef90_Q652Q3		1.00E-11		CHR09V5|COORD:22691494..22689696|protein DNA polymerase epsilon subunit 3, putative, expressed		LOC_Os09g39490.1		CUST_22824_PI399408534		3.1184225		1.6408165		3.1184225		up

		35_5471		0		-0.3386383		-0.56129074		-0.5706568		0.55049133		0.56890106		0.5006046		1.1072073		0.88567734		0.95783997		-0.84515667		-1.1909361		-0.78539276		-0.8121958		-0.6750746		-0.61523914		-0.4451971		-0.6566906		-0.585598		0.66435814		-0.8781376		-0.013604164		-0.117375374		0.013605118		0.122633934		0.61612034		0.42706966		0.47200584		-0.6103468		-0.34819698		-0.5877476		0.8678684		0.75777435		1.0551434		1.0855837		0.906229		0.8844166		7.00E-09		CHR2V7|COORD:11553392..11555146| EIL1 (ETHYLENE-INSENSITIVE3-LIKE 1); transcription factor		AT2G27050.1		27		0		RNA.regulation of transcription.EIN3-like(EIL) transcription factor family				 no descriptionvery weakly similar to (50.8)AT2G27050| Symbols: EIL1 | EIL1 (ETHYLENE-INSENSITIVE3-LIKE 1); transcription factor | chr2:11553392-11555146 FORWARD		9.00E-30		Cluster: Ethylene-insensitive-3-like protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Ethylene-insensitive-3-like protein - Oryza sativa		UniRef90_Q8W3L9		4.00E-31		CHR07V5|COORD:29116988..29114176|protein ETHYLENE-INSENSITIVE3-like 1 protein, putative, expressed		LOC_Os07g48630.2		CUST_31158_PI399408534		2.1126714		1.0790684		2.1126714		up

		Contig19794_at		0		-0.28648853		-0.58752155		-0.28543758		0.4126463		0.52694225		0.41238117		1.1803427		0.87526226		0.85963345		-1.0150928		-1.1846333		-0.82184696		-0.79761505		-0.7601347		-0.68178177		-0.36820793		-0.530962		-0.55830765		0.66751957		-0.8587179		0.025223732		-0.17163181		-0.025222778		0.12240791		0.47371006		0.32557487		0.45973492		-0.6241226		-0.50750446		-0.6288786		0.88183403		0.73195934		1.0476837		1.0754995		0.90427494		0.9284477				0		0		27		0		RNA.regulation of transcription.EIN3-like(EIL) transcription factor family				NONE		9.00E-11		putative transcription factor OsEIL2 [Oryza sativa (japonica cultivar-group)]		BAC10338.1      		6.00E-12		protein Ethylene insensitive 3, putative		Os07g48630		CUST_6670_PI404877155		2.1314213		1.0918158		2.1314213		up

		35_19636		0		0.66516876		0.30152845		1.0340834		1.0935268		1.808114		1.6497517		1.6933718		1.6665535		1.7929296		-1.0987453		-0.78448963		-0.5781131		-0.72733593		-1.006444		-1.2282853		-0.95408106		-0.63759947		-1.2983689		-0.6542654		0.15754795		-0.309443		-1.143805		-0.7831459		-1.2366457		-0.6786814		-0.7189498		-0.6021657		-0.15754795		0.26285362		0.8600178		2.9364538		2.915101		3.0432596		3.0602055		3.2459097		3.200677		4.00E-40		CHR3|COORD:17194075..17196203| similar to myb family transcription factor [Arabidopsis thaliana] (TAIR:At5g59570.1); similar to induced protein MgI1		AT3G46640.2		27		0		RNA.regulation of transcription.G2-like transcription factor family, GARP				 no descriptionweakly similar to ( 152)AT3G46640| Symbols: LUX, PCL1 | PCL1 (PHYTOCLOCK 1); DNA binding | chr3:17194233-17195204 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PRK12323 Pneumo_att_G PRK07764 PRK07003 APC_basic PRK00708 Herpes_BLLF1 				Cluster: Induced protein MgI1; n=2; Oryza sativa (japonica cultivar-group)|Rep: Induced protein MgI1 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6PT61				CHR01V5|COORD:43202363..43201055|protein ARR1 protein-like, putative, expressed		LOC_Os01g74020.1		CUST_24039_PI399408534		4.6727657		2.2242768		4.6727657		up

		Contig13480_at		0		0.6749468		0.36092758		1.0272474		1.0445843		1.899437		1.673357		1.8340235		1.7947445		1.6885052		-1.070929		-0.93324566		-0.65498114		-0.8574352		-0.90866756		-1.235868		-0.98048973		-0.99601316		-0.96005917		-0.6518321		0.21096992		-0.30197144		-0.7118683		-0.60668135		-0.99841595		-0.6112242		-0.7730975		-0.8166275		-0.14854717		0.14854765		0.69218445		2.9457293		2.9073334		2.9966507		3.0084047		3.1478033		3.0309448		4.00E-40		myb family transcription factor		At3g46640.1     		27		0		RNA.regulation of transcription.G2-like transcription factor family, GARP				NONE				P0518C01.13 [Oryza sativa (japonica cultivar-group)] dbj|BAB63676.1| P0518C01.13 [Oryza sativa (japonica cultivar-group)]		NP_914349.1     				protein myb-like DNA-binding domain, SHAQKYF class, putative		Os01g74020		CUST_3045_PI404877155		4.8850884		2.2883847		4.8850884		up

		35_21666		0		0.10884476		0.44180965		0.19179916		0.20088863		0.32218075		0.43168736		-0.06809521		0.20938396		0.18372154		-0.51462746		-0.43195057		-0.704504		0.17511845		0.19300842		0.30924606		0.11330891		-0.0053157806		-0.0768137		-0.31306553		-0.20006657		0.20980549		0.20297623		0.34465885		-0.037062645		0.15305328		0.0053157806		0.12248421		-0.6723337		-0.64379215		-0.30785275		-1.6849747		-1.8102427		-1.6185961		-1.7837734		-2.1360855		-2.111845				CHR1V7|COORD:5149409..5151010| GAI (GA INSENSITIVE); transcription factor		AT1G14920.1		27		0		RNA.regulation of transcription.GRAS transcription factor family				 no descriptionmoderately similar to ( 303)AT1G14920| Symbols: RGA2, GAI | GAI (GA INSENSITIVE); transcription factor | chr1:5149409-5151010 FORWARDmoderately similar to ( 303)SLR1_ORYSAnot assigned not assigned not assigned not assigned GRAS PRK07003 PRK12678 Herpes_BLLF1 				Rep: GAI protein - Oryza sativa (Rice)		UniRef90_Q6S5L6				CHR01V5|COORD:26372688..26371014|protein DELLA protein RGA, putative, expressed		LOC_Os01g45860.1		CUST_32003_PI399408534		2.7761126		1.4730661		2.7761126		up

		35_4309		0		-0.32519817		-0.4748783		-0.27195072		-0.91700554		-0.47591496		-1.4236774		-1.5966363		-1.3187847		-1.0667887		-8.323726		-6.817299		-8.290117		-3.7770252		-8.277145		-1.270278		-8.242443		-8.278123		-8.295406		1.0450745		0.32161236		0.72096443		0.44727898		0.5647383		0.4768257		0.5339842		0.5876255		0.43545055		0.3591919		0.27195168		0.3292513		0.3955059		0.45516396		0.46105576		0.4071474		0.41672325		0.40618324				CHR1V7|COORD:4361776..4365187| S1 RNA-binding domain-containing protein		AT1G12800.1		27		0		RNA.regulation of transcription.HSF,Heat-shock transcription factor family				 no descriptionmoderately similar to ( 428)AT1G12800| Symbols:  | S1 RNA-binding domain-containing protein | chr1:4361776-4365187 REVERSErpsA RpsA PRK00087 rpsA rpsA S1 PRK12269 S1 S1 PRK07400 				Cluster: Heat shock factor protein hsf8-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor protein hsf8-like - Oryza sativa (japonica cult		UniRef90_Q6Z7B3				CHR02V5|COORD:818981..824545|protein RNA binding protein, putative, expressed		LOC_Os02g02390.1		CUST_14296_PI399408534		62.541733		5.9667473		62.541733		up

		Contig9927_s_at		0		-0.30032444		-0.48989677		-0.19295788		-1.0120525		-0.6013346		-1.279191		-1.4226923		-1.3240051		-1.1649733		-8.510473		-6.345251		-9.562846		-3.7868233		-9.0677185		-1.4604464		-7.95588		-8.963916		-9.692377		1.046916		0.32452965		0.7575903		0.37072468		0.39850712		0.43022442		0.45341492		0.50388813		0.42766476		0.2312479		0.19295883		0.2447424		0.3237419		0.36341858		0.342062		0.33275318		0.29197216		0.23900223				S1 RNA-binding domain-containing protein		At1g12800.1     		27		0		RNA.regulation of transcription.HSF,Heat-shock transcription factor family				S1 RNA-binding domain-containing protein, contains Pfam domain, PF00575: S1 RNA binding domain				0		BAD07935.1      				protein S1 RNA binding domain, putative		Os02g02390		CUST_16052_PI404877155		84.17778		6.3953676		84.17778		up

		35_17766		0		0.00915432		0.34679604		0.57921934		-0.00915432		0.56467676		-0.06031704		0.06633139		0.25007582		0.31760263		-0.9495096		-0.48263454		-0.26566553		-2.5852451		-0.61497545		-3.455638		-0.5546036		-1.4934258		-0.82958317		0.06691122		1.423151		0.2903676		1.3436856		1.119154		1.2173553		1.2240653		1.2193398		1.4135461		-0.034807205		-0.3128085		0.75921345		-0.21801186		0.165133		-0.52806044		-0.46565437		-0.2411809		-0.80148935				CHR3V7|COORD:16956418..16957361| MYB111 (myb domain protein 111); DNA binding / transcription factor		AT3G46130.1		27		0		RNA.regulation of transcription.MYB domain transcription factor family				 no descriptionweakly similar to ( 193)AT3G46130| Symbols: AtMYB48, MYB111 | MYB111 (myb domain protein 111) | chr3:16956450-16957361 FORWARDweakly similar to ( 196)MYBA2_ORYSAnot assigned not assigned not assigned not assigned REB1 Myb_DNA-binding SANT SANT PRK12323 PRK07764 PRK07003 				Rep: Myb factor protein - Oryza sativa (Rice)		UniRef90_Q9FEV3				CHR01V5|COORD:43423240..43424821|protein MYB59, putative, expressed		LOC_Os01g74410.1		CUST_15701_PI399408534		2.3322031		1.2216935		2.3322031		up

		HS18K19u_s_at		0		0.45177937		0.3161931		0.33689833		0.7466278		0.48570776		0.5538435		0.8738303		1.518106		-0.32401943		-0.60673475		-1.2587581		-0.7230625		-0.89122915		-0.31279325		-1.0381727		0.17469215		0.05185795		0.08178282		0.12360716		0.69656706		0.36475897		0.89712715		0.8441787		0.3245964		-0.0048470497		-0.042520523		0.0048470497		-0.6494756		-0.5102763		-0.56291723		-0.6389656		-0.4520707		-0.76195097		-0.7041211		-1.2693186		-0.34523726				myb family transcription factor (MYB33)		At5g06100.2     		27		0		RNA.regulation of transcription.MYB domain transcription factor family				NONE				myb-related protein - barley emb|CAA61021.1| GAMyb protein [Hordeum vulgare subsp. vulgare]		T06179          				protein Myb-like DNA-binding domain, putative		Os01g59660		CUST_17127_PI404877155		2.015874		1.0114053		2.015874		up

		35_5999		0		0.30768776		0.008060455		0.3212843		0.6801729		0.7820196		0.6750355		0.9245672		0.7492409		0.8021755		-0.25636673		-0.35050678		-0.27056694		-0.3632145		-0.35674572		-0.44826126		-0.50037956		-0.73336697		-0.5457363		-0.42167473		-0.38467407		-0.7770128		-0.059940338		-0.008060455		0.2066307		-0.098757744		-0.11390877		-0.16851997		-0.09804821		0.15163422		0.064847946		1.5351524		1.5432682		1.3251324		1.3425989		1.7391195		1.7647171		2.00E-17		CHR5V7|COORD:24215441..24217728| APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator		AT5G60100.1		27		0		RNA.regulation of transcription.Psudo ARR transcription factor family				 no descriptionvery weakly similar to (85.9)AT5G60100| Symbols: PRR3, APRR3 | APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator | chr5:24215441-24217728 REVERSEvery weakly similar to (85.9)PRR95_ORYSACCT 				Cluster: CCT motif family protein, expressed; n=2; Oryza sativa (japonica cultivar-group)|Rep: CCT motif family protein, expressed - Oryza sativa (japonica cult		UniRef90_Q2RAB7				CHR11V5|COORD:2784900..2789633|protein CCT motif family protein, expressed		LOC_Os11g05930.4		CUST_17319_PI399408534		2.011646		1.0083765		2.011646		up

		35_36085		0		1.1412635		1.1124625		0.6659198		1.233974		1.3129048		1.5133986		1.0989308		1.6603541		0.054176807		-0.22747469		-0.3513689		-0.579864		-0.66093826		-0.054176807		-0.3905368		0.27553988		-0.5682998		0.30233335		0.93207884		0.5413461		0.76918554		1.0197921		1.2942061		1.1993957		-0.2963481		-0.37470102		-0.17470789		-0.16869497		-0.29611874		-0.38858986		-0.7638507		-0.76794386		-0.41209126		-0.694922		-0.40190077		0.058059216				CHR3V7|COORD:1413180..1415570| SAR DNA-binding protein, putative		AT3G05060.1		27		0		RNA.regulation of transcription.putative transcription regulator				 no descriptionmoderately similar to ( 244)AT3G05060| Symbols:  | SAR DNA-binding protein, putative | chr3:1413180-1415570 REVERSEnot assigned not assigned not assigned Nop SIK1 				Rep: SAR DNA binding protein - Oryza sativa (Rice)		UniRef90_O80401				CHR03V5|COORD:13116327..13112402|protein nucleolar protein NOP5, putative, expressed		LOC_Os03g22740.1		CUST_3024_PI399408534		2.529208		1.3386856		2.529208		up

		35_19632		0		0.014844894		0.05192852		-0.03654194		-0.15124989		-0.25801182		-0.15345001		-0.36317062		-0.3040285		-0.30046654		0.21417809		0.22901917		0.20172215		-0.014843941		-0.39962387		0.543334		-0.605072		-0.42758465		-0.49641132		1.8058395		2.083228		1.8017607		1.7709169		1.5980968		1.7558699		1.7703199		1.7537613		1.7304039		0.27814293		0.23526001		0.16444492		-0.28522396		-0.25195217		-0.36291218		-0.49826622		-0.5855408		-0.6201296				CHR3V7|COORD:3323506..3324910| SNF7 family protein		AT3G10640.1		27		0		RNA.regulation of transcription.SNF7				 no descriptionmoderately similar to ( 322)AT3G10640| Symbols:  | SNF7 family protein | chr3:3323506-3324489 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Snf7 				Cluster: Putative CGI-34 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative CGI-34 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q9FTZ4				CHR01V5|COORD:169993..167514|protein charged multivesicular body protein 5, putative, expressed		LOC_Os01g01350.1		CUST_24062_PI399408534		3.9988832		1.9995972		3.9988832		up

		35_20014		0		0.106573105		-0.14322758		-0.003334999		0.030439377		-0.14914513		-0.21332455		0.34493446		0.23466682		0.22354317		0.19037914		0.003334999		-0.23096752		0.08946228		0.16354465		-0.036125183		0.12669563		0.051545143		0.20152473		-0.28908157		0.045585632		-0.36483574		0.07835388		0.10606384		-0.042197227		0.31654072		0.4385662		0.2848072		-3.015376		-7.536995		-4.06918		-7.529104		-7.5411696		-7.5626874		-7.5664015		-7.5574965		-7.310405				CHR3V7|COORD:20937853..20939776| AtATG18d (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) d)		AT3G56440.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionhighly similar to ( 522)AT3G56440| Symbols: AtATG18d | AtATG18d (Arabidopsis thaliana homolog of yeast autophagy 18 (ATG18) d) | chr3:20937853-20939776 FORWARDnot assigned not assigned WD40 				Cluster: Hypothetical protein OJ1276_B06.19; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein OJ1276_B06.19 - Oryza sativa (japonica		UniRef90_Q5VQF8				CHR01V5|COORD:3502467..3507333|protein WD-repeat domain phosphoinositide-interacting protein 3, putative, expressed		LOC_Os01g07400.2		CUST_28560_PI399408534		103.66938		6.695846		103.66938		up

		35_23822		0		-0.15006208		-0.40264416		-0.2944541		-0.16808891		-0.27442884		-0.300004		-0.111329556		-0.1560545		-0.19914198		-0.05795908		-0.18534613		0.022725105		0.23439217		-0.29388332		0.9921951		-0.4765587		-0.5824609		-0.48098946		1.8423891		2.465519		1.9454422		2.3390083		2.1889572		2.2916012		2.2438993		2.2706366		2.3178568		-0.2193923		-0.022724628		-0.030112267		0.45863247		0.35326958		0.11603165		0.27792072		0.19439697		0.18288898				CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein		AT3G43230.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionmoderately similar to ( 261)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned DUF500 COG2930 				Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z4J7				CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed		LOC_Os07g17130.1		CUST_32133_PI399408534		4.187369		2.066044		4.187369		up

		35_8698		0		-0.6226034		-0.6899829		-0.6916555		-0.21903229		0.80668235		0.12432718		-0.76512253		-0.74753153		1.4460692		-0.57762146		-0.7330935		-0.5872674		1.4463716		-0.66482556		3.6180289		-0.41560864		1.2180734		-0.6767092		4.90833		5.242072		4.7062845		5.651124		5.4624557		5.722706		6.012842		5.946762		5.676815		-0.6066679		-0.62899435		-0.648595		-0.6062052		0.50497746		0.41261864		-0.6488824		1.1308815		-0.12432706				CHR3V7|COORD:15218764..15220587| zinc finger (FYVE type) family protein		AT3G43230.1		27		0		RNA.regulation of transcription.unclassified				 no descriptionmoderately similar to ( 239)AT3G43230| Symbols:  | zinc finger (FYVE type) family protein | chr3:15218764-15220587 FORWARDnot assigned COG2930 DUF500 				Cluster: LAs17 Binding protein-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: LAs17 Binding protein-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z4J7				CHR07V5|COORD:10062512..10066328|protein senescence-associated-like protein, putative, expressed		LOC_Os07g17130.1		CUST_15898_PI399408534		49.046032		5.6160645		49.046032		up

		Contig18213_at		0		-0.035945177		-0.121775866		-0.7592802		-0.28820014		-0.35111666		-0.21711636		0.035945177		-1.1721697		0.27541947		-0.51048326		-0.7168956		-0.50577927		1.2518919		-0.8408966		3.835498		-1.3201613		0.11845708		0.16610694		4.747512		4.913478		4.5857973		5.4485807		5.2603617		5.3905725		5.6912813		5.62877		5.483348		-0.7674377		-0.09788084		-0.42925835		0.37217784		0.30581927		-0.13401079		0.54487395		-0.086633444		-0.79084396				zinc finger (FYVE type) family protein		At3g43230.1     		27		0		RNA.regulation of transcription.unclassified				zinc finger (FYVE type) family protein, contains Pfam domain PF01363: FYVE zinc finger				LAs17 Binding protein-like [Oryza sativa (japonica cultivar-group)]		BAC83843.1      				protein expressed protein		Os07g17130		CUST_5985_PI404877155		41.047146		5.35921		41.047146		up

		Contig19380_at		0		-0.44159615		-0.4509002		-0.5113908		-0.5886065		4.2597113		0.60722303		-0.6319022		-0.49238038		-0.42505932		-0.46596777		-0.019547462		-0.5891483		4.6677995		-0.4805988		6.5308986		-0.32312977		0.048531532		-0.25584638		7.9570565		8.429844		8.008356		8.415745		8.407688		8.316269		8.229706		8.4081745		8.33003		3.467677		2.6327958		0.019547462		-0.554127		-0.5123652		-0.4626819		-0.36448514		-0.4543625		0.5288327				zinc finger (FYVE type) family protein		At3g43230.1     		27		0		RNA.regulation of transcription.unclassified				NONE				LAs17 Binding protein-like [Oryza sativa (japonica cultivar-group)]		BAC83843.1      				protein expressed protein		Os07g17130		CUST_6469_PI404877155		222.89589		7.800226		222.89589		up

		35_8337		0		1.1657515		0.9111557		1.0209627		1.0265412		1.0908976		1.1723971		1.5817804		1.627078		-0.080293655		-1.3855996		-1.9673309		-1.776856		-1.9007826		-0.5505948		-1.7406459		0.39437532		-1.3182225		0.66061354		0.9003329		1.0274854		1.0040946		1.2112055		1.4132757		0.99018145		-0.19767475		-0.012059212		0.012059212		-1.2617574		-1.5653281		-1.424109		-1.161694		-1.1135516		-1.4669733		-0.92124414		-0.51681376		0.036571026		5.00E-16		CHR3V7|COORD:21726169..21727743| WRKY69 (WRKY DNA-binding protein 69); transcription factor		AT3G58710.1		27		0		RNA.regulation of transcription.WRKY domain transcription factor family				 no descriptionvery weakly similar to (70.1)AT3G58710| Symbols: ATWRKY69, WRKY69 | WRKY69 (WRKY DNA-binding protein 69); transcription factor | chr3:21726169-21727743 FORWARDWRKY 		4.00E-20		Cluster: WRKY transcription factor-like; n=2; Oryza sativa (japonica cultivar-group)|Rep: WRKY transcription factor-like - Oryza sativa (japonica cultivar-group		UniRef90_Q94J08		5.00E-19		CHR01V5|COORD:30809009..30806982|protein OsWRKY14 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed		LOC_Os01g53040.1		CUST_24813_PI399408534		4.354081		2.1223683		4.354081		up

		35_1271		0		-0.06386757		0.023230553		-0.25596666		-0.10409737		0.012248039		0.11684799		-1.4698529		-0.12388134		0.6427088		0.44809723		0.19597435		0.12382507		0.97775745		1.534502		1.5484695		1.690135		1.7023525		1.7496758		-0.288486		-0.41493416		-0.50616693		0.0013046265		0.029102325		0.49368382		0.2776327		0.3165493		-0.0013051033		-1.2568054		-1.0519843		-0.3097539		-1.8168674		-2.222392		-2.0396314		-2.35072		-2.130581		-2.0252028				CHR1V7|COORD:2257730..2260099| transformer serine/arginine-rich ribonucleoprotein, putative		AT1G07350.1		27.4		0		RNA.RNA binding				 no descriptionweakly similar to ( 122)AT1G07350| Symbols:  | transformer serine/arginine-rich ribonucleoprotein, putative | chr1:2258814-2259584 REVERSEvery weakly similar to (61.6)GRP10_BRANAGlycine-rich RNA-binding protein 10 - Brassica napus (Rape)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG0724 RRM RRM_1 				Cluster: RNA recognition motif family protein, expressed; n=5; Oryza sativa (japonica cultivar-group)|Rep: RNA recognition motif family protein, expressed - Ory		UniRef90_Q10NM2				CHR03V5|COORD:8749601..8746578|protein arginine/serine-rich splicing factor RSP41, putative, expressed		LOC_Os03g15890.1		CUST_4604_PI403524517		3.202138		1.6790354		3.202138		up

		35_3215		0		-0.47966194		-0.25102425		-0.54237413		-0.9758539		-1.0444179		-1.1033311		-1.0678554		-1.145175		-0.9929161		0.06990719		0.06775284		0.26033926		-0.19591999		-0.44064713		0.13299942		0.031206608		-0.14858198		-0.031206131		2.42239		1.8944378		2.269022		1.0797067		1.3733892		0.60158205		1.0481539		0.97111416		1.0405474		1.6757383		1.5691557		1.6032419		-0.15039206		0.04646063		-0.08019972		-0.31982136		-0.6665721		-0.6174426				CHR5V7|COORD:3940732..3941106| RNA recognition motif (RRM)-containing protein		AT5G12190.1		27.4		0		RNA.RNA binding				 no descriptionweakly similar to ( 173)AT5G12190| Symbols:  | RNA recognition motif (RRM)-containing protein | chr5:3940732-3941106 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned RRM RRM_1 COG0724 				Cluster: Putative RNA binding protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative RNA binding protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q7XZG6				CHR03V5|COORD:33937742..33938580|protein pre-mRNA branch site p14-like protein, putative, expressed		LOC_Os03g59710.1		CUST_11347_PI403524517		2.1010792		1.0711305		2.1010792		up

		35_3520		0		4.56008		4.3195853		4.513449		3.6811862		4.081882		3.3822932		3.228663		3.5641484		3.5918803		0.12079811		0.08712149		0.008503914		-0.87438536		-1.02808		-1.1478262		-1.0185013		-0.6266875		-0.85027647		-1.4032044		-1.1349106		-1.2097836		-0.008503914		-0.24914408		-0.351336		-0.059925556		0.03956604		0.115684986		0.12483215		-0.04280615		0.19024324		0.22161388		0.25276852		-0.52449274		-0.7325311		-0.8318534		-1.0334654				CHR5V7|COORD:3096277..3097371| RPB15.9 (RNA polymerase II 15.9)		AT5G09920.1		27.2		0		RNA.transcription				 no descriptionmoderately similar to ( 210)AT5G09920| Symbols: RPB15.9.9, RPB15.9 | RPB15.9 (RNA polymerase II 15.9) | chr5:3096277-3097371 FORWARDnot assigned not assigned RPOL4c RNA_pol_Rpb4 RPB4 				Cluster: Putative 15.9 kDa subunit of RNA polymerase II; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 15.9 kDa subunit of RNA polymerase II - Oryza		UniRef90_Q6ZGM1				CHR02V5|COORD:895707..894656|protein DNA-directed RNA polymerase II 16 kDa polypeptide, putative, expressed		LOC_Os02g02510.1		CUST_12353_PI403524517		22.200186		4.4725		22.200186		up

		Contig8733_at		0		9.47974		9.228904		9.451624		8.477184		8.974469		8.230758		8.083999		8.548892		8.543422		-0.81426406		-1.3991315		-2.0872636		-0.49401188		-0.69041085		0.8153763		0.21407938		0.031332016		1.544869		-0.6461532		-1.0702517		-1.2852998		0.702405		0.75870943		0.9420042		3.4342127		-1.0793602		-0.86918664		-0.46664095		-0.89835906		-0.5278201		-1.2211335		-1.2151573		-0.45735836		-0.031332016		0.09520006		-0.73351383				RNA polymerase II 15.9 kDa subunit (RPB15.9)		At5g09920.1     		27.2		0		RNA.transcription				 15.9 kDa subunit of RNA polymerase II (gb|AAB95261.1)				putative 15.9 kDa subunit of RNA polymerase II [Oryza sativa (japonica cultivar-group)] dbj|BAD07723.1| putative 15.9 kDa subunit of RNA pol		XP_463881.1     				protein RNA polymerase Rpb4		Os02g02510		CUST_14903_PI404877155		548.681		9.099824		548.681		up

		35_18516		0		0.13090849		0.00885725		-0.098335266		-0.58907557		-0.734097		-0.5110364		-0.54938793		-0.35966015		-0.27065897		0.23880959		0.098752975		0.09709406		-0.00885725		-0.2548709		-0.18598461		-0.062345028		-0.11982679		0.105615616		0.44037342		0.74291706		0.558342		0.7941103		0.68455315		0.72407246		0.69390774		0.7050886		0.631793		0.052550316		0.050872326		0.18468761		-1.182107		-1.1573157		-0.23535919		-1.8064523		-1.6913819		-1.8770266				CHR1V7|COORD:1009541..1010950| transferase family protein		AT1G03940.1		16		0		secondary metabolism.flavonoids.anthocyanins.anthocyanin 5-aromatic acyltransferase				 no descriptionmoderately similar to ( 213)AT1G03495| Symbols:  | transferase | chr1:873437-874833 FORWARDvery weakly similar to (60.5)HCBT1_DIACAAnthranilate N-benzoyltransferase protein 1 - Dianthus caryophyllus (Carnation) (Clove pink)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Transferase PRK12678 PRK07003 Herpes_BLLF1 APC_basic PRK12323 PRK07764 TT_ORF1 DUF1777 PRK11634 				Cluster: Putative anthocyanin acyltransferase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative anthocyanin acyltransferase - Oryza sativa (japonica cu		UniRef90_Q6K714				CHR02V5|COORD:35218265..35216183|protein anthocyanin 5-aromatic acyltransferase, putative, expressed		LOC_Os02g57480.1		CUST_64848_PI403524517		2.8583603		1.5151877		2.8583603		up

		35_15396		0		-0.09729123		0.05350566		-0.05350542		-0.23339558		-0.9654918		-0.055615902		-0.3923099		-0.50963736		0.08075094		-0.15304422		-1.7525866		0.362535		-0.269202		-0.33551311		-0.5902033		1.0532389		-0.3499155		-0.079716444		1.423069		2.0446286		1.636056		1.1314974		1.2192798		0.6833763		0.7881694		1.7034817		1.3667192		0.9107008		1.5671759		1.8608279		0.22812319		0.6391902		-0.1884532		-0.48924136		-1.2280738		-0.7906928				CHR5V7|COORD:17181524..17183092| DFR (DIHYDROFLAVONOL 4-REDUCTASE); dihydrokaempferol 4-reductase		AT5G42800.1		16		0		secondary metabolism.flavonoids.dihydroflavonols				 no descriptionmoderately similar to ( 446)AT5G42800| Symbols: TT3, M318, DFR | DFR (DIHYDROFLAVONOL 4-REDUCTASE); dihydrokaempferol 4-reductase | chr5:17181524-17183092 REVERSEhighly similar to ( 674)DFRA_HORVUDihydroflavonol-4-reductase - Hordeum vulgare (Barley)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned WcaG Epimerase 3Beta_HSD NAD_binding_4 COG0702 Herpes_BLLF1 NmrA PRK07003 Atrophin-1 COG3320 DUF566 				Rep: Dihydroflavonol-4-reductase - Hordeum vulgare (Barley)		UniRef90_P51106				CHR01V5|COORD:25709546..25711525|protein dihydroflavonol-4-reductase, putative, expressed		LOC_Os01g44260.1		CUST_54110_PI403524517		2.0763936		1.05408		2.0763936		up

		35_15175		0		-0.34094715		-0.033373833		0.033373833		0.35475636		0.46593666		0.20796871		1.015912		0.69947433		0.62392044		-1.1032591		-0.3185196		-0.40498543		-1.2737007		-1.7413273		-1.1895628		-1.4395103		-1.4800453		-1.5055971		0.6466484		0.6165037		0.5971365		0.55789185		1.0133028		0.60515594		0.79132843		0.485137		0.63642025		0.36548138		0.3604908		-0.090125084		-0.56234455		-0.6251192		-0.37870502		-0.41671276		-0.41275406		-0.29077816		5.00E-29		CHR3V7|COORD:19097527..19098888| YLS2 (yellow-leaf-specific gene 2); strictosidine synthase		AT3G51430.1		16		0		secondary metabolism.N misc.alkaloid-like				 no descriptionweakly similar to ( 125)AT3G51430| Symbols: YLS2 | YLS2 (yellow-leaf-specific gene 2); strictosidine synthase | chr3:19097527-19098888 FORWARDnot assigned Str_synth COG3386 				Cluster: Jasmonate induced protein; n=1; Hordeum vulgare|Rep: Jasmonate induced protein - Hordeum vulgare (Barley)		UniRef90_Q43490		1.00E-39		CHR10V5|COORD:20894682..20897252|protein strictosidine synthase, putative, expressed		LOC_Os10g39710.2		CUST_53331_PI403524517		2.8248415		1.4981699		2.8248415		up

		35_21527		0		0.006219864		0.04803753		-0.006219864		0.03238392		0.29905128		0.30478287		0.49749374		0.53088474		0.4852419		0.22636509		-1.1933408		0.41944885		-1.393055		-1.4555869		-1.5250149		-1.615057		-1.658237		-1.471488		1.2882633		-0.40053558		0.9618292		0.07721138		0.25550747		0.18854904		0.8059406		0.7431536		0.7887659		-1.3682923		-1.3899989		-1.7514791		-1.3257871		-1.1692157		-1.430346		-1.1750226		-1.2743421		-1.2273655				CHR4V7|COORD:17849666..17852139| mannitol dehydrogenase, putative		AT4G37970.1		16		0		secondary metabolism.phenylpropanoids.lignin biosynthesis.CAD				 no descriptionmoderately similar to ( 377)AT4G37970| Symbols:  | mannitol dehydrogenase, putative | chr4:17849666-17852139 FORWARDmoderately similar to ( 404)MTDH_MESCRProbable mannitol dehydrogenase - Mesembryanthemum crystallinum (Common ice plant)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned AdhP PRK09422 AdhC Tdh Qor ADH_N tdh ADH_zinc_N PRK10083 PRK10309 PRK12678 PRK09880 PRK07003 PRK12323 Herpes_BLLF1 APC_basic 				Cluster: Os04g0612700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os04g0612700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JA75				CHR04V5|COORD:30850475..30856531|protein mannitol dehydrogenase, putative, expressed		LOC_Os04g52280.1		CUST_75096_PI403524517		3.6526618		1.8689482		3.6526618		up

		35_2392		0		-0.79566765		-0.6864791		-0.69620514		-0.22114754		-0.11434364		-0.16369534		-0.1355977		-0.24946213		0.02930832		-0.8814783		-0.90615416		-0.99846315		0.27848577		-0.02930832		1.2728705		-0.4625559		-0.68407154		-0.5643172		1.6630206		2.0443559		1.6812243		2.374433		2.2696204		2.5281253		2.391686		2.4755635		2.396873		-0.5637903		-0.19353247		-0.044852734		0.83812857		0.8304868		0.81024504		0.86011267		1.0025773		0.87581396				CHR5V7|COORD:474277..482550| CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding		AT5G02310.1		16.7		0		secondary metabolism.wax				 no descriptionweakly similar to ( 179)AT5G02310| Symbols: CER3 | CER3 (ECERIFERUM 3); protein binding / ubiquitin-protein ligase/ zinc ion binding | chr5:474277-482550 FORWARDnot assigned 				Cluster: Os01g0148000 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os01g0148000 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0JQP7				CHR01V5|COORD:2596652..2609664|protein zinc finger in N-recognin family protein, putative, expressed		LOC_Os01g05500.2		CUST_8553_PI403524517		3.2765791		1.7121904		3.2765791		up

		Contig24962_at		0		-2.060319		-0.7007303		-1.4580965		0.5198536		0.41374016		0.20641899		0.24150419		0.44432068		0.33683538		-1.6683445		-1.843957		-0.69376945		0.18828773		0.06650162		-0.13380289		1.0052853		0.82900286		1.0085244		0.4911127		-1.9185095		-0.22921467		0.5740557		0.6158829		0.7729497		0.6070652		0.63995934		0.6859307		-0.066502094		-1.2238541		-0.8126497		-1.5109453		-1.0019321		-1.224896		-0.98672915		-1.0775166		-1.082253		4.00E-26		calcineurin B-like protein 1 (CBL1)		At4g17615.2     		30.3		0		signalling.calcium				NONE		1.00E-29		calcineurin B-like protein [Oryza sativa (japonica cultivar-group)]		BAB63752.1      		7.00E-41		protein calcium sensor-like protein, putative		Os05g45810		CUST_8442_PI404877155		2.3741155		1.24739		2.3741155		up

		Contig7501_at		0		-0.20721579		-0.04026413		-0.08999109		0.014003277		-0.06335735		0.06603432		-0.07528353		-0.105978966		0.15937424		0.2817297		0.11131477		0.115262985		0.46939278		0.53405666		0.45245266		0.28028393		0.37627506		0.28308582		-0.4676237		0.078312874		-0.28190327		0.32536983		-0.014003754		0.68344975		0.32223034		0.23812008		0.33773708		-3.3707585		-4.1932		-3.4079041		-3.1885715		-3.3600574		-3.1916828		-3.3698149		-3.3812623		-3.6863337				calcium-binding EF hand family protein		At4g38810.2     		30.3		0		signalling.calcium				Putative calcium-binding protein				putative calcium-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP52416.1| putative calcium-binding protein [Oryza sativa (jap		NP_920129.1     				protein probable calcium-binding protein (clone Y8) - potato		Os10g09850		CUST_13752_PI404877155		12.098937		3.5968084		12.098937		up

		Contig7501_s_at		0		-0.43719196		-0.20698166		-0.080124855		0.027410507		-0.10535526		0.09989929		-0.354661		-0.24460316		0.03945732		0.18280506		0.32110882		0.0027713776		0.32859898		0.475255		0.2273407		0.23137379		0.020457268		0.19314289		-0.5054054		0.008107185		-0.37378025		0.21379662		-0.0027723312		0.28317833		0.031243324		0.29222202		0.26451397		-3.8152876		-5.381399		-4.624963		-7.7283916		-7.6681967		-7.6854563		-6.3104753		-7.684677		-7.1777225				calcium-binding EF hand family protein		At4g38810.2     		30.3		0		signalling.calcium				Putative calcium-binding protein				putative calcium-binding protein [Oryza sativa (japonica cultivar-group)] gb|AAP52416.1| putative calcium-binding protein [Oryza sativa (jap		NP_920129.1     				protein probable calcium-binding protein (clone Y8) - potato		Os10g09850		CUST_13756_PI404877155		89.041626		6.476408		89.041626		up

		35_16209		0		-0.24019623		0.022928715		-0.23970556		-0.28037643		-0.21262121		-0.40214682		-0.94376564		-0.6206188		-0.28270578		1.1453819		0.24547672		0.53214407		-0.040174484		0.24057674		-7.76E-04		-0.1555233		0.11415863		0.10592842		1.4617572		2.2397628		1.7727175		1.8820786		1.7028699		2.07628		1.7963991		1.9719672		1.7945175		7.76E-04		-0.29474878		0.25800896		-0.40900564		-0.41013575		-0.34678268		-1.0324879		-0.6867552		-0.98602295		8.00E-37		CHR5V7|COORD:17396963..17402615| COP1-interacting protein-related		AT5G43310.1		30		0		signalling.light.COP9 signalosome				 no descriptionweakly similar to ( 112)AT5G43310| Symbols:  | COP1-interacting protein-related | chr5:17396963-17402615 REVERSE				Cluster: Expressed protein; n=2; Oryza sativa (japonica cultivar-group)|Rep: Expressed protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q10A91				CHR03V5|COORD:36286751..36297543|protein expressed protein		LOC_Os03g64320.1		CUST_9710_PI399408534		4.888868		2.2895005		4.888868		up

		35_6967		0		-0.4751606		-0.073937416		-0.5031223		0.036052704		0.27897787		-0.060112		1.276483		0.5409627		0.6975026		-1.3757863		-0.9653683		-1.2570357		-1.0501914		-0.53733015		-0.5872512		-0.47944832		-0.40853405		-0.8488412		0.14044523		-0.2665167		-0.036052704		0.1913929		1.1911669		0.7418394		1.3659253		1.6882238		1.7984476		-0.73698044		-0.31030655		-0.423244		0.16571856		0.2489748		0.25172758		0.060408115		0.16022587		0.6594119				CHR3|COORD:2582388..2585857| similar to phosphoinositide-specific phospholipase C family protein [Arabidopsis thaliana] (TAIR:At5g58700.1); similar to		AT3G08510.2		30		0		signalling.phosphinositides.phosphoinositide phospholipase C				 no descriptionmoderately similar to ( 394)AT3G08510| Symbols: ATPLC2 | ATPLC2 (PHOSPHOLIPASE C 2); phospholipase C | chr3:2582632-2585562 REVERSEnot assigned not assigned not assigned PLCYc C2_2 PI-PLC-Y PLCc C2 C2 C2 				Cluster: Putative phosphatidylinositol-specific phospholipase C; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative phosphatidylinositol-specific phospho		UniRef90_Q75IL8				CHR05V5|COORD:1513734..1519597|protein phospholipase C, putative, expressed		LOC_Os05g03610.1		CUST_2535_PI399408534		2.0353408		1.0252703		2.0353408		up

		35_19531		0		-0.4032483		-0.0033912659		0.0033917427		0.18772554		0.29560375		0.3783226		0.14937639		-0.0033912659		0.5949378		0.2653737		0.16929865		0.08905363		0.3012333		0.56510925		-0.18322039		0.31592894		0.6274686		0.6744566		-0.9591942		0.02285242		-0.5079427		-0.24207401		-0.83523417		-0.33908463		0.028039932		0.32073545		0.3442645		-1.205296		-1.6928453		-1.0824761		-1.5758348		-1.3007364		-1.3592095		-1.360961		-1.5514097		-1.8200276		1.00E-20		CHR3V7|COORD:19128856..19131543| protein kinase family protein		AT3G51550.1		30		0		signalling.receptor kinases.Catharanthus roseus-like RLK1				 no descriptionvery weakly similar to (96.3)AT3G51550| Symbols:  | protein kinase family protein | chr3:19128856-19131543 REVERSE		2.00E-38		Cluster: Os05g0318700 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os05g0318700 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0DJ75		1.00E-39		CHR05V5|COORD:14721558..14717443|protein protein kinase, putative, expressed		LOC_Os05g25450.1		CUST_26794_PI399408534		2.2940655		1.1979065		2.2940655		up

		Contig23392_at		0		-0.4422499		-0.57063913		-0.7683556		1.4468071		2.8726254		0.22836757		0.31450033		-0.85146916		0.3022089		-0.9081341		-0.54269207		-0.9897356		-0.18205929		-0.7293991		1.5370932		0.74587107		-0.86771584		-0.783654		1.3827436		2.3107133		2.2691565		2.8872638		2.356495		2.3740816		2.8264928		2.8057194		2.8972163		-0.6218624		0.011930466		0.93318915		-0.011930227		-0.19547677		-0.7674141		-0.26873446		-0.69578993		-0.911083				protein kinase family protein		At5g28680.1     		30		0		signalling.receptor kinases.Catharanthus roseus-like RLK1				NONE				putative receptor-protein kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB56062.1| putative protein kinase [Oryza sativa (japonica cu		NP_916295.1     				protein Protein kinase domain, putative		Os05g25370		CUST_7953_PI404877155		6.668907		2.7374504		6.668907		up

		35_10322		0		1.196187		0.99255514		0.87888765		0.047398567		-0.22309256		-0.19707441		-0.69692016		-0.5147848		0.099363804		0.26106453		-0.0053977966		-0.27087164		-0.13447428		0.004948616		0.15132236		-0.004948616		-0.27476454		-0.33699417		0.38627815		1.1200781		0.6835909		1.4693785		0.59771967		1.1062059		0.81330013		1.017066		0.7211127		-0.27642345		-0.37531662		0.2554264		-0.7809186		-1.3269291		-1.5427027		-1.52948		-1.1680031		-2.5260205				CHR4V7|COORD:12138182..12140791| CRK10 (CYSTEINE-RICH RLK10); kinase		AT4G23180.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionmoderately similar to ( 229)AT4G23180| Symbols: RLK4, CRK10 | CRK10 (CYSTEINE-RICH RLK10); kinase | chr4:12138182-12140791 FORWARDweakly similar to ( 120)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned PTKc TyrKc Pkinase_Tyr S_TKc S_TKc Pkinase PTKc_Src_like PTKc_Jak_rpt2 PTKc_InsR_like PTKc_PDGFR PTKc_Syk_like PTKc_VEGFR PTKc_EGFR_like PTKc_Srm_Brk PTKc_FGFR PTKc_RET PTKc_Lck_Blk PTKc_DDR SPS1 PTKc_VEGFR3 PTKc_Csk_like PTKc_EphR PTKc_Fyn_Yrk PTKc_Hck PTKc_Frk_like PTKc_Met_Ron PTKc_CSF-1R PTKc_Src PTKc_Lyn PTKc_VEGFR2 PTKc_Yes PTKc_PDGFR_beta PTKc_PDGFR_alpha PTKc_Fes_like PTKc_Ack_like PTKc_Tec_Rlk PTKc_HER2 PTKc_EphR_A2 PTKc_Ror PTKc_Trk PTKc_Tec_like PTKc_Jak2_Jak3_rpt2 PTKc_Kit PTKc_EphR_A PTKc_Btk_Bmx PTKc_ALK_LTK PTKc_EphR_B PTKc_InsR PTKc_Tie1 PTKc_HER4 PTKc_Syk PTKc_c-ros PTKc_Ror2 PTKc_EGFR PTKc_FGFR4 PTKc_Tie PTKc_Tie2 PTKc_Chk PTKc_FGFR2 PTK_HER3 PTKc_FAK PTKc_TrkC PTKc_IGF-1R PTKc_FGFR3 PTKc_Jak1_rpt2 PTKc_FGFR1 PTKc_DDR_like PTKc_Itk PTKc_Fes PTKc_Tyk2_rpt2 PTKc_Abl PTK_CCK4 PTKc_Fer PTKc_TrkA PRK07003 PTKc_Axl_like PTKc_EphR_A10 PTKc_DDR1 PTKc_Zap-70 PTKc_Ror1 PTKc_DDR2 PTKc_Csk PTKc_Musk PTKc_TrkB PTK_Ryk PRK12323 PTKc_Axl 				Cluster: Receptor protein kinase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: Receptor protein kinase-like - Oryza sativa (japonica cultivar-group)		UniRef90_Q6ZFY2				CHR02V5|COORD:29423892..29426591|protein serine/threonine-protein kinase receptor precursor, putative, expressed		LOC_Os02g48080.1		CUST_26128_PI399408534		3.7566724		1.9094553		3.7566724		up

		35_2893		0		-0.13402176		0.023878098		0.0410347		0.16174889		0.5523195		0.20903397		0.49853706		0.28805733		0.47357845		-0.49194717		-0.19108868		-0.47193527		-0.7829399		-0.90811634		-1.1613064		-1.1501122		-1.1730528		-1.0715675		-0.42625332		0.16549301		-0.37922764		0.04352379		0.15139103		0.27771187		0.3392973		0.1214962		0.24851894		-0.1887331		-0.16338348		-0.15666866		0.12493801		0.051288605		0.001159668		-0.24393272		-0.0011606216		-0.03178692				CHR1V7|COORD:2359814..2366420| leucine-rich repeat transmembrane protein kinase, putative		AT1G07650.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionweakly similar to ( 196)AT1G07650| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:2359814-2366420 REVERSEvery weakly similar to (71.2)NORK_PEANodulation receptor kinase precursor - Pisum sativum (Garden pea)not assigned 				Cluster: Os09g0345300 protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Os09g0345300 protein - Oryza sativa (japonica cultivar-group)		UniRef90_Q0J2G5				CHR09V5|COORD:10784209..10792868|protein receptor-like protein kinase 2, putative, expressed		LOC_Os09g17630.1		CUST_29814_PI399408534		2.0811186		1.0573592		2.0811186		up

		35_7597		0		0.041588306		0.45093107		0.888247		0.08370066		-0.16850805		0.16129017		0.111005306		-0.25220823		-0.041588306		-0.7901077		-0.6071925		0.3355503		-0.21650267		-0.67887974		-0.41434097		-0.20181799		-0.15634346		-0.33316708		1.5837765		1.1419663		1.4339886		0.8560653		1.140307		0.40455437		0.80186033		1.2652211		1.2534885		-0.2057991		-0.20141125		-0.30889177		1.1838045		-0.5015645		-0.64111376		-1.6004019		1.6812286		-1.1902857				CHR1V7|COORD:24476829..24480186| ARK2 (Arabidopsis Receptor Kinase 2); kinase		AT1G65800.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionmoderately similar to ( 256)AT1G65800| Symbols: ARK2 | ARK2 (Arabidopsis Receptor Kinase 2); kinase | chr1:24476829-24480186 FORWARDweakly similar to ( 125)NORK_MEDTRNodulation receptor kinase precursor - Medicago truncatula (Barrel medic)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned S_TKc S_TKc PTKc Pkinase_Tyr Pkinase TyrKc PTKc_Src_like PTKc_Srm_Brk PTKc_Yes PTKc_Fyn_Yrk PTKc_Frk_like SPS1 PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Src PTKc_FGFR PTKc_Lck_Blk PTKc_c-ros PTKc_EGFR_like PTKc_Lyn PTKc_Csk_like PTKc_Hck PTKc_Tec_like PTKc_RET PTKc_Syk_like PTKc_VEGFR PTKc_ALK_LTK PTKc_FGFR4 PTKc_Itk PTKc_FGFR2 PTKc_Trk PTKc_EphR PTKc_FGFR3 PTKc_Ack_like PTKc_VEGFR3 PTKc_Abl PTKc_Ror PTKc_Axl_like PTKc_FGFR1 PTKc_PDGFR PTKc_Syk PTKc_VEGFR2 PTKc_HER2 PTKc_Tie1 PTKc_EphR_A PTKc_Btk_Bmx PTKc_Tie PTKc_IGF-1R PTKc_Tie2 PTKc_Chk PTKc_EphR_A2 PTKc_CSF-1R PTKc_Jak2_Jak3_rpt2 PTKc_Zap-70 PTKc_EGFR PTKc_Fes_like PTKc_EphR_B PTKc_PDGFR_alpha PTK_HER3 PTKc_Tec_Rlk PTKc_Kit PTKc_HER4 PTKc_DDR2 PTKc_Axl PTKc_Tyk2_rpt2 PTK_CCK4 PTKc_Csk PTKc_Met_Ron PTKc_Tyro3 PTKc_TrkC PTKc_TrkA PTKc_InsR PTKc_DDR PTKc_Fer PTKc_Musk PTKc_Ror2 PTKc_PDGFR_beta PTKc_Ror1 PTKc_TrkB PTKc_DDR_like PTK_Ryk PTKc_Jak1_rpt2 PTKc_DDR1 PTKc_FAK 				Cluster: Putative receptor-like kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like kinase - Oryza sativa (japonica cultivar-group)		UniRef90_Q8LQN6				CHR01V5|COORD:33554500..33558619|protein receptor protein kinase, putative, expressed		LOC_Os01g57510.1		CUST_33606_PI399408534		2.455786		1.2961848		2.455786		up

		35_9403		0		0.3447318		0.6993885		0.34027147		-0.58287907		-0.37942076		-0.14905977		-0.61898804		-0.03278351		0.13006592		-1.6482487		-0.44025183		-1.324739		-0.59200096		-0.71709967		0.032783985		0.41377258		0.22463799		0.37667608		0.66907024		0.84626245		1.0478306		1.3907042		0.8282027		1.0827856		1.0327544		1.0263038		0.6422057		-1.2118013		-0.19241428		-0.35339594		0.13385582		-0.15982866		-0.75104046		-0.9411626		-1.1423397		-1.0351179		4.20E-45		CHR5V7|COORD:24515693..24518720| RLK1 (RECEPTOR-LIKE PROTEIN KINASE 1); carbohydrate binding / kinase		AT5G60900.1		30		0		signalling.receptor kinases.DUF 26				 no descriptionweakly similar to ( 166)AT5G60900| Symbols: RLK1 | RLK1 (RECEPTOR-LIKE PROTEIN KINASE 1); carbohydrate binding / kinase | chr5:24515693-24518720 REVERSEweakly similar to ( 125)KPRO_MAIZEPutative receptor protein kinase ZmPK1 precursor - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Pkinase S_TKc S_TKc Pkinase_Tyr TyrKc SPS1 PTKc PTKc_Jak_rpt2 PTKc_InsR_like PTKc_Ack_like PTKc_FGFR PTKc_RET PTKc_Syk_like PTKc_Jak2_Jak3_rpt2 PTKc_Tyk2_rpt2 PTKc_Itk PTKc_FGFR3 PTKc_FGFR2 PTKc_Jak1_rpt2 PTKc_CSF-1R 				Cluster: Putative S-receptor kinase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative S-receptor kinase - Oryza sativa (japonica cultivar-group)		UniRef90_Q69XP2				CHR06V5|COORD:24887619..24890114|protein D-mannose binding lectin family protein		LOC_Os06g41510.1		CUST_7333_PI399408534		2.989552		1.5799294		2.989552		up

		35_24238		0		0.42825127		0.28245735		0.33373642		0.29590416		0.40780497		0.54655695		0.43563366		0.5580883		0.5104227		-0.5314193		-1.0264382		-0.32937765		-0.500721		-0.34711885		-0.8290844		-0.68652487		-0.4069481		-0.60640764		0.7612109		0.3919487		1.1847157		-0.005697727		0.032248497		0.005697727		0.3342433		0.39826393		0.5278425		-0.075855255		-0.1757412		-0.07440424		-0.11597109		-0.06636286		-0.13303328		0.5327802		-0.52135324		-0.81785154		6.00E-17		CHR1V7|COORD:20451037..20454428| protein kinase family protein		AT1G54820.1		30		0		signalling.receptor kinases.extensin				 no descriptionvery weakly similar to (67.8)AT1G54820| Symbols:  | protein kinase family protein | chr1:20451037-20454428 FORWARD		6.00E-22		Cluster: Hypothetical protein P0605G01.9; n=1; Oryza sativa (japonica cultivar-group)|Rep: Hypothetical protein P0605G01.9 - Oryza sativa (japonica cultivar-gro		UniRef90_Q688N0		3.00E-23		CHR05V5|COORD:19315763..19320398|protein serine/threonine-protein kinase NAK, putative, expressed		LOC_Os05g33080.1		CUST_33549_PI399408534		2.0097115		1.0069884		2.0097115		up

		HV_CEb0003E11r2_at		0		-0.0056262016		0.23027563		-0.06832075		0.2823038		0.0056266785		0.43578243		0.33757782		0.38747692		0.32925987		-0.39128256		-0.49262857		1.1504974		-0.7123928		-0.7751212		-0.7395134		-0.8681927		-0.46676445		-0.3562646		1.6523085		1.308527		1.6744509		1.1624355		1.22964		1.2051558		1.4429626		1.517633		1.7052794		0.3138094		-0.44718933		-0.33269072		-0.28863955		-0.6363654		-0.33738995		-0.29344082		-0.98470926		-1.0715537		8.00E-13		leucine-rich repeat transmembrane protein kinase, putative		At5g58300.1     		30		0		signalling.receptor kinases.leucine rich repeat III				NONE		9.00E-23		receptor-like protein kinase-like [Oryza sativa (japonica cultivar-group)]		NP_917600.1     		9.00E-30		protein Protein kinase domain		Os01g42290		CUST_17552_PI404877155		3.6968195		1.8862846		3.6968195		up

		Contig10292_at		0		-0.1412096		0.013392448		0.036284447		0.43288136		0.6785984		0.5081587		0.61728954		0.45866585		0.66446686		-0.40788078		-0.2082758		-0.29248524		-0.6698818		-0.7647476		-0.95146847		-1.1028528		-1.0451899		-1.1301365		-0.5099726		0.16500282		-0.38685322		0.15240765		0.41746235		0.3163252		0.43654633		0.2031765		0.45359802		-0.123568535		-0.10305691		-0.101389885		0.03709793		0.14678288		0.24308586		-0.0146455765		-0.013393402		-0.097314835				leucine-rich repeat transmembrane protein kinase, putative		At1g07650.1     		30		0		signalling.receptor kinases.leucine rich repeat VIII-2				leucine-rich repeat transmembrane protein kinase, putative, similar to GB:AAC50043 from (Arabidopsis thaliana) (Plant Mol. Biol. 37 (4), 587-596 (1998))				leucine-rich repeat transmembrane protein kinase, putative [Arabidopsis thaliana]		NP_172244.2     				protein receptor-like serine/threonine kinase, putative, 5 partial		Os09g17630		CUST_403_PI404877155		2.1339023		1.0934942		2.1339023		up

		35_49439		0		0.7804203		0.96057796		0.8970041		0.97823334		1.0762472		1.2402334		0.9437103		1.131033		1.1458406		-1.1843247		-1.0853162		-1.0075436		-1.04458		-1.287087		-1.3628592		-0.67473936		-0.76560926		-0.8860979		0.3400545		1.3370838		1.0198488		1.131033		1.0733204		1.091568		1.0415297		1.1338787		1.1823311		-0.7408805		-0.6086793		-0.575438		-0.340055		-0.39126062		-0.46688128		-0.66092825		-0.4418664		-0.6878023		3.00E-27		CHR1V7|COORD:12417309..12421167| leucine-rich repeat transmembrane protein kinase, putative		AT1G34110.1		30		0		signalling.receptor kinases.leucine rich repeat XI				 no descriptionweakly similar to ( 117)AT1G34110| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr1:12417309-12421167 REVERSE		8.00E-35		Cluster: Putative receptor-like protein kinase 2; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative receptor-like protein kinase 2 - Oryza sativa (japon		UniRef90_Q69X93		4.00E-36		CHR06V5|COORD:23147854..23143702|protein receptor-like protein kinase precursor, putative, expressed		LOC_Os06g38990.1		CUST_12262_PI399408534		4.1415243		2.0501618		4.1415243		up

		Contig7955_s_at		0		-0.8347082		-0.40084076		-0.508337		0.60056496		0.57740307		0.60221577		0.7072077		0.6519003		0.712595		-1.3351908		-1.3138294		-0.88204956		-0.58017254		-0.73649025		-0.7832594		-0.72819614		-0.7426281		-0.6343584		0.30239105		-0.4201336		0.008985519		0.7726965		0.925622		0.9030342		1.2155905		1.3679476		1.3511639		-0.56324005		-0.65615845		-0.4806118		-0.033524513		0.030742645		-0.008985519		0.12283039		0.16903973		0.02998066				S-receptor protein kinase, putative		At1g65800.1     		30		0		signalling.receptor kinases.S-locus glycoprotein like				ARABIDOPSIS RECEPTOR KINASE 2;S-receptor protein kinase, putative, similar to PIR:T05180:T05180 S-receptor kinase ARK3 precursor - (Arabidopsis thaliana)				putative receptor kinase [Oryza sativa (japonica cultivar-group)] dbj|BAB92579.1| putative receptor-like kinase [Oryza sativa (japonica cult		NP_916407.1     				protein S-locus glycoprotein family, putative		Os01g57510		CUST_14130_PI404877155		2.1343508		1.0937973		2.1343508		up

		35_22186		0		0.19598675		0.44891453		0.2778778		-0.00548172		0.08304787		-0.04482174		0.0054826736		-0.032777786		-0.30016232		-3.4974399		-3.3150787		-2.7718015		-2.7581186		-3.7945275		-1.322815		-4.058		-4.2188745		-3.7152596		-0.12198067		0.61950207		0.1929493		0.36660194		0.059498787		-0.025863647		0.15180397		0.19399643		0.090509415		0.6499815		0.5684042		0.58653164		0.34211445		0.2709694		0.10176277		-0.051818848		-0.031014442		-0.05465412				CHR3V7|COORD:5293482..5296555| UVR3 (UV REPAIR DEFECTIVE 4)		AT3G15620.1		20.2		0		stress.abiotic				 no descriptionhighly similar to ( 636)AT3G15620| Symbols: UVR3 | UVR3 (UV REPAIR DEFECTIVE 4) | chr3:5294208-5296555 REVERSEweakly similar to ( 131)CRYD_ORYSAnot assigned FAD_binding_7 PhrB PRK10674 DNA_photolyase 				Cluster: Putative 6-4 photolyase; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 6-4 photolyase - Oryza sativa (japonica cultivar-group)		UniRef90_Q6Z6D9				CHR02V5|COORD:5835517..5838974|protein UVR3, putative, expressed		LOC_Os02g10990.1		CUST_77417_PI403524517		10.141648		3.3422203		10.141648		up

		Contig20093_at		0		0.0035123825		0.005721092		0.046875954		-0.14182186		-0.090483665		0.014183044		0.010041237		0.04606247		-0.20256233		-3.0959044		-2.825036		-2.874117		-2.628765		-3.2172956		-1.3548336		-3.479166		-3.3915334		-3.5414662		-0.38947392		0.18223572		-0.14486313		0.283288		0.22404575		0.029557228		0.0774765		0.058973312		-0.0035123825		0.31107426		0.26564884		0.25389767		0.15043259		0.111044884		0.05466938		-0.036467552		-0.14123058		-0.10049915				6-4 photolyase (UVR3)		At3g15620.1     		20.2		0		stress.abiotic				6-4 photolyase				6-4 photolyase (UVR3) [Arabidopsis thaliana]		NP_566520.1     				protein FAD binding domain of DNA photolyase, putative		Os02g10990		CUST_6814_PI404877155		7.464061		2.8999608		7.464061		up

		35_10021		0		-1.1347933		-0.42745638		-0.72502565		-0.84120226		-0.8119168		-0.5378828		-0.7091055		0.17984915		0.10296869		1.5502396		0.9058461		1.5802765		0.19196463		0.2779088		1.5669632		3.555211		3.5815973		3.5341978		0.085803986		-0.7024193		0.17984915		0.55812836		0.02934885		-0.029349327		0.5950618		0.99760437		1.0495162		-1.6896434		-1.5340528		-1.7907648		-1.7473187		-4.3854394		-2.9974935		-3.6271236		-3.0508423		-3.4037294		3.00E-24		CHR5V7|COORD:20908468..20909239| 23.5 kDa mitochondrial small heat shock protein (HSP23.5-M)		AT5G51440.1		20		0		stress.abiotic.heat				 no descriptionvery weakly similar to (90.9)AT5G51440| Symbols:  | 23.5 kDa mitochondrial small heat shock protein (HSP23.5-M) | chr5:20908468-20909239 FORWARDvery weakly similar to (93.6)HS22M_SOYBNHeat shock 22 kDa protein, mitochondrial precursor - Glycine max (Soybean)not assigned HSP20 alpha-crystallin-Hsps IbpA 		4.00E-40		Cluster: Small heat shock protein Hsp23.5 precursor; n=1; Triticum aestivum|Rep: Small heat shock protein Hsp23.5 precursor - Triticum aestivum (Wheat)		UniRef90_Q9ZP25		9.00E-38		CHR02V5|COORD:31914985..31916843|protein heat shock 22 kDa protein, mitochondrial precursor, putative, expressed		LOC_Os02g52150.2		CUST_34756_PI403524517		7.9938097		2.9988832		7.9938097		up

		35_14120		0		-0.0259552		0.09235954		0.025954247		-0.11206913		-0.21669292		0.25674438		-0.3245144		0.24092102		0.19019699		0.16444874		-0.26378632		-0.042253494		0.80495644		0.94778156		1.2012234		1.9489651		1.8176937		1.8571873		-0.08310032		-0.13976097		-0.123312		0.5153141		0.07379818		0.85347366		0.7766781		1.0646315		1.0179186		-0.8726549		-0.7873087		-0.53945065		-0.7447939		-0.82469845		-0.94150543		-0.852273		-0.4547863		-0.60264874				CHR5V7|COORD:22698636..22701137| HSP81-3 (Heat shock protein 81-3); ATP binding		AT5G56010.1		20		0		stress.abiotic.heat				 no descriptionnearly identical (1079)AT5G56010| Symbols: HSP81-3 | HSP81-3 (Heat shock protein 81-3); ATP binding | chr5:22698636-22701137 FORWARDnearly identical (1124)HSP81_ORYSAnot assigned not assigned not assigned HSP90 PRK05218 HtpG HATPase_c 				Cluster: Heat shock protein 81-2; n=23; Magnoliophyta|Rep: Heat shock protein 81-2 - Arabidopsis thaliana (Mouse-ear cress)		UniRef90_P55737				CHR08V5|COORD:24590710..24586258|protein heat shock protein 81-1, putative, expressed		LOC_Os08g39140.1		CUST_49509_PI403524517		2.2580612		1.1750846		2.2580612		up

		35_14859		0		-0.07726383		0.06905365		-0.18583012		0.04303646		-0.04303646		0.32098103		0.17483139		0.3858347		0.3808384		0.15227032		-0.16543579		-0.3346033		0.23549938		0.23403454		0.49092674		0.7712164		0.65491104		0.5338259		-0.64837265		-0.3049879		-0.5077076		0.23834991		-0.09052181		0.19282532		0.4413166		0.8988428		0.88386345		-0.59344196		-0.6923275		-0.3827238		-1.072628		-1.0261621		-0.9548359		-0.92311096		-1.234272		-1.2922716				CHR1V7|COORD:19984178..19984651| 17.6 kDa class I small heat shock protein (HSP17.6C-CI) (AA 1-156)		AT1G53540.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 157)AT3G46230| Symbols:  | ATHSP17.4 (Arabidopsis thaliana heat shock protein 17.4) | chr3:16995248-16995718 REVERSEweakly similar to ( 176)HSP23_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA 				Rep: 17.4 kDa class I heat shock protein 3 - Oryza sativa (Rice)		UniRef90_Q84Q77				CHR03V5|COORD:8784620..8785654|protein 17.4 kDa class I heat shock protein 3, putative, expressed		LOC_Os03g15960.1		CUST_52142_PI403524517		2.042871		1.030598		2.042871		up

		35_15451		0		-1.4226608		-0.86239433		-0.24664211		-1.2608647		-0.02971077		0.039596558		-0.8865199		0.6070452		1.4816093		1.0778055		0.02971077		1.2996721		0.7489443		1.760129		3.432538		5.7733545		5.783127		5.806776		-1.0635347		-1.2508926		-0.66970205		0.77861404		0.089832306		0.99544907		1.3629789		1.7432995		1.9509001		-3.7496724		-3.1176214		-2.5826454		-4.18392		-4.1972847		-3.7552538		-3.4880896		-3.4127178		-3.5290565				CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)		AT5G12020.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 137)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEweakly similar to ( 196)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323 				Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)		UniRef90_Q94KM0				CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed		LOC_Os01g08860.1		CUST_54272_PI403524517		15.942437		3.9948003		15.942437		up

		35_15452		0		-1.0472951		-0.8279805		0		-0.8151493		0.1888814		0.9069586		-1.5632954		0.93015623		1.8183737		1.1178207		-0.38703108		0.6274662		0.8069105		1.741704		3.3727036		6.183565		6.2766447		6.1862774		-1.3549829		-0.7681322		-0.95388126		0.34722948		0		0.4378934		1.349925		1.4321604		1.7450781		-2.8195233		-2.0807872		-1.6667371		-3.2638474		-3.3246264		-2.597393		-2.7092748		-3.0386386		-2.294712				CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)		AT5G12020.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 132)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEweakly similar to ( 197)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323 PRK12678 				Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)		UniRef90_Q94KM0				CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed		LOC_Os01g08860.1		CUST_54276_PI403524517		7.424606		2.8923144		7.424606		up

		35_15453		0		-1.6680522		-1.3298178		0.42276573		-0.35009527		0.07192087		-0.0038785934		0.54567957		1.0501041		1.9521999		0.7233386		-0.57113314		0.3888402		0.0038785934		0.829937		2.435298		5.4314184		5.283592		5.2646856		-1.9292145		-1.1720133		-1.7964816		-0.012322903		0.017321587		0.0092206		1.2244473		1.2762337		1.5467396		-1.5570574		-1.6925726		-1.5589938		-2.3332896		-2.073104		-2.1145468		-2.1662884		-1.9873762		-0.30156755				CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)		AT5G12020.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 139)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEmoderately similar to ( 207)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323 				Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)		UniRef90_Q94KM0				CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed		LOC_Os01g08860.1		CUST_54278_PI403524517		3.16229		1.6609697		3.16229		up

		35_15454		0		-1.0745196		-0.7489395		0.663713		-0.6291647		-0.016694546		-0.15572739		0.016694546		1.1285868		1.990221		0.81470966		-0.24164486		0.6477275		0.09647465		0.76510096		2.320881		5.3922462		5.3571167		5.3253098		-0.92932796		-0.44239902		-0.982368		0.060111046		0.18203211		0.06524372		1.5563354		1.9137506		2.102254		-1.3849254		-1.5821123		-1.3418798		-2.056047		-2.0175195		-1.3322196		-1.6091824		-1.568316		-0.2529173				CHR5V7|COORD:3882410..3882877| 17.6 kDa  class II heat shock protein (HSP17.6-CII)		AT5G12020.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 138)AT5G12020| Symbols: HSP17.6II | 17.6 kDa  class II heat shock protein (HSP17.6-CII) | chr5:3882410-3882877 REVERSEmoderately similar to ( 205)HSP21_MAIZE17.5 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned HSP20 alpha-crystallin-Hsps IbpA PRK12323 PRK12678 				Rep: Small heat shock protein HSP17.8 - Triticum aestivum (Wheat)		UniRef90_Q94KM0				CHR01V5|COORD:4446678..4445834|protein 17.5 kDa class II heat shock protein, putative, expressed		LOC_Os01g08860.1		CUST_54281_PI403524517		3.6107678		1.8523057		3.6107678		up

		35_18019		0		-0.07589722		-0.006166458		0.002878189		0.41053486		0.5126972		0.737504		0.7146492		0.91275406		1.3129959		-0.4963026		-0.6124611		-0.6403332		-0.0028772354		0.24215984		0.7398462		2.155222		2.115409		2.1307325		-0.48523903		-0.012899399		-0.5373106		0.7319889		0.47749424		0.59161854		1.5081768		1.6554298		1.6177893		-1.014081		-1.102304		-1.0537529		-0.8110771		-1.0160999		-0.62898636		-0.8593254		-0.9618945		-1.0485601				CHR1V7|COORD:27940376..27943523| ATHSP101 (HEAT SHOCK PROTEIN 101); ATP binding / ATPase		AT1G74310.1		20		0		stress.abiotic.heat				 no descriptionhighly similar to ( 659)AT1G74310| Symbols: HSP101, HOT1, ATHSP101 | ATHSP101 (HEAT SHOCK PROTEIN 101); ATP binding / ATPase | chr1:27940376-27943523 REVERSEhighly similar to ( 750)HS101_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned clpA PRK10865 clpC clpA AAA_2 PRK12678 COG0714 Torsin AAA PRK07003 AAA_5 PRK07764 infB SpoVK PRK12323 Gag_spuma 				Rep: Heat shock protein 101 - Oryza sativa (Rice)		UniRef90_Q6F2Y7				CHR05V5|COORD:25723954..25720324|protein heat shock protein 101, putative, expressed		LOC_Os05g44340.1		CUST_63149_PI403524517		2.9492493		1.5603478		2.9492493		up

		35_18565		0		-0.37422562		0.25989342		0.2760992		0.22153091		0.69695187		1.3449001		-0.6453085		1.6471767		2.167221		1.4658642		0.25382805		1.5324802		1.4454374		2.4594145		3.432807		4.317561		4.287636		4.352523		-3.468862		-2.6355882		-3.373641		-1.0461187		-1.7661219		-0.67005634		-0.019088745		0.14861107		0.019087791		-3.217225		-3.3124294		-2.4713545		-4.4695916		-5.377358		-6.120083		-5.120712		-4.8559074		-4.284966		1.00E-30		CHR1V7|COORD:20183226..20183790| 17.4 kDa class III heat shock protein (HSP17.4-CIII)		AT1G54050.1		20		0		stress.abiotic.heat				 no descriptionweakly similar to ( 103)AT1G54050| Symbols:  | 17.4 kDa class III heat shock protein (HSP17.4-CIII) | chr1:20183226-20183790 REVERSEvery weakly similar to (94.0)HSP22_MAIZE17.8 kDa class II heat shock protein - Zea mays (Maize)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned HSP20 IbpA alpha-crystallin-Hsps PRK12678 TT_ORF1 PRK07003 				Cluster: Putative 17.8 kDa class II heat shock protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative 17.8 kDa class II heat shock protein - Oryza s		UniRef90_Q6K7E9				CHR02V5|COORD:33173620..33174589|protein 17.5 kDa class II heat shock protein, putative, expressed		LOC_Os02g54140.1		CUST_65023_PI403524517		7.649238		2.935316		7.649238		up

		35_20288		0		-0.286335		0.0069794655		-0.018085957		-0.7943592		-0.9182935		-0.36032152		0.040641308		-0.54371166		-0.26971722		-0.23375463		-0.106944084		0.117954254		-0.47276688		-0.61994743		-0.0069794655		-0.58249426		-0.7813177		-0.6574564		1.1801629		0.99782896		0.66138935		1.1617789		1.1580238		1.0848193		1.6684413		1.8279362		1.6321006		0.9917903		0.7243571		0.89060163		0.31525612		0.4224143		0.015512943		-0.41238928		-0.23251104		-0.7255964				CHR2|COORD:13658587..13660998| heat shock protein 70 family protein / HSP70 family protein, similar to SP:P22953 Heat shock cognate 70 kDa protein 1 (Hsc70.1)		AT2G32120.2		20		0		stress.abiotic.heat				 no descriptionmoderately similar to ( 211)AT2G32120| Symbols: HSP70T-2 | HSP70T-2; ATP binding | chr2:13658797-13660488 REVERSEweakly similar to ( 112)HSP7C_PETHYHeat shock cognate 70 kDa protein - Petunia hybrida (Petunia)not assigned not assigned not assigned dnaK HSP70 dnaK DnaK hscA hscA 				Cluster: DnaK protein, expressed; n=1; Oryza sativa (japonica cultivar-group)|Rep: DnaK protein, expressed - Oryza sativa (japonica cultivar-group)		UniRef90_Q10PW8				CHR03V5|COORD:6226432..6223105|protein heat shock 70 kDa protein 1, putative, expressed		LOC_Os03g11910.1		CUST_70808_PI403524517		2.0598807		1.0425608		2.0598807		up

		35_456		0		0.063476086		0.15761042		-0.044908524		0.22429657		-0.20838642		0.13045788		0.6766925		0.60035133		0.8839483		0.044908524		-0.40255833		-0.27068615		-0.08491182		-0.106767654		0.3586774		1.2953482		1.1091161		1.1929975		-0.7479601		-0.12588596		-0.68643713		0.63108873		0.21856546		0.37763357		1.1082945		1.5052218		1.188561		-1.0438228		-1.0194778		-0.9572849		-1.6552467		-1.3602285		-1.5135427		-1.6333399		-1.9674006		-1.6319833				CHR4V7|COORD:11340502..11341742| HSA32 (HEAT-STRESS-ASSOCIATED 32)		AT4G21320.1		20		0		stress.abiotic.heat				 no descriptionmoderately similar to ( 339)AT4G21320| Symbols: HSA32 | HSA32 (HEAT-STRESS-ASSOCIATED 32) | chr4:11340502-11341742 FORWARDComA COG1809 				Cluster: (2R)-phospho-3-sulfolactate synthase-like; n=1; Oryza sativa (japonica cultivar-group)|Rep: (2R)-phospho-3-sulfolactate synthase-like - Oryza sativa		UniRef90_Q653W2				CHR06V5|COORD:28465299..28462766|protein phosphosulfolactate synthase-related protein, putative, expressed		LOC_Os06g46900.1		CUST_1731_PI403524517		3.4960167		1.8057121		3.4960167		up

		35_9896		0		0.2785821		0.528656		0.3678527		0.9805522		0.9815507		0.78201056		1.6228652		1.4387283		1.6214371		-1.0786126		-1.2079542		-0.5878496		-0.41228294		-0.105689526		-0.3643465		0.21899223		0.10568905		-0.114640236		-0.45554018		0.3678527		-0.36188745		0.52927923		0.73693275		0.60751057		1.6968236		2.0699058		1.7740893		-0.6131177		-0.6116581		-0.7890153		-0.7085357		-0.66701984		-1.5435214		-0.5354037		-0.71957445		-1.5530343				CHR3V7|COORD:8078988..8080902| AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor		AT3G22830.1		20		0		stress.abiotic.heat				 no descriptionmoderately similar to ( 302)AT3G22830| Symbols: HSFA6B, AT-HSFA6B | AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor | chr3:8078988-8080902 FORWARDnot assigned HSF_DNA-bind HSF HSF1 				Cluster: Heat shock factor RHSF5; n=2; Oryza sativa (japonica cultivar-group)|Rep: Heat shock factor RHSF5 - Oryza sativa (japonica cultivar-group)		UniRef90_Q6VBB2				CHR07V5|COORD:4137460..4140744|protein heat shock factor protein HSF30, putative, expressed		LOC_Os07g08140.1		CUST_34325_PI403524517		3.1036866		1.6339829		3.1036866		up

		Contig10029_at		0		-0.039744377		0.25604534		0.3384161		0.17045307		0.63582706		1.3054571		-0.50996304		1.5464993		2.1103888		1.3832521		0.14019012		1.3728371		1.6420298		2.4193		3.4851828		4.370899		4.4789963		4.40489		-2.787961		-2.3012686		-2.5649443		-0.9284859		-1.4325972		-0.6720629		-0.027139664		0.08541489		0.027140617		-3.360639		-3.2729468		-2.4832087		-4.793314		-4.6393585		-4.7375927		-4.314136		-3.9511876		-3.5268574		1.00E-30		17.4 kDa class III heat shock protein (HSP17.4-CIII)		At1g54050.1     		20		0		stress.abiotic.heat				 heat shock hsp20 protein family				putative 17.8 kDa class II heat shock protein [Oryza sativa (japonica cultivar-group)] dbj|BAD19533.1| putative 17.8 kDa class II heat shock		XP_468122.1     				protein Hsp20/alpha crystallin family, putative		Os02g54140		CUST_164_PI404877155		6.587375		2.7197037		6.587375		up

		Contig1207_at		0		-0.11339855		-0.00310421		-0.07246876		-0.16321278		-0.24816036		0.10772133		-0.51330376		0.027399063		0.18531895		0.27347755		0.08753967		0.021596909		0.65667534		0.71462154		0.9871645		1.4715433		1.6359978		1.6408806		-0.35155296		-0.18941498		-0.26621246		0.34578705		0.00310421		0.47669792		0.5169363		0.6999893		0.8270664		-0.6053505		-0.52978325		-0.35499096		-0.88984394		-0.9154415		-0.9579258		-1.1324787		-0.8990412		-1.010334				heat shock protein, putative		At5g56010.1     		20		0		stress.abiotic.heat				heat shock protein 80				heat shock protein 80 [Triticum aestivum]		AAD11549.1      				protein heat shock protein 82		Os08g39140		CUST_1851_PI404877155		2.0558462		1.0397323		2.0558462		up

		Contig2008_s_at		0		-1.3678012		0.823164		-0.48295403		1.0884714		0.75137424		0.81041145		1.6960192		1.5121679		0.13059759		-0.58843184		-0.4638934		-1.0138898		-1.7304037		-0.13059759		-0.47378063		1.08148		0.7487469		1.2099409		0.5034485		-1.368783		0.77571774		1.1706009		1.1748223		0.7912159		1.1794643		1.476934		2.2266736		-0.85756874		-1.0885434		-1.0671945		-0.6444144		-0.91768265		-0.90403175		-0.48109102		-0.6394534		-0.20226479				18.1 kDa class I heat shock protein (HSP18.1-CI)		At5g59720.1     		20		0		stress.abiotic.heat				 class I small heat shock protein				17 kDa class I small heat shock protein [Hordeum vulgare subsp. vulgare]		CAA69172.1      				protein 16.9 kda class i heat shock protein. [rice		Os01g04370		CUST_6808_PI404877155		3.110026		1.6369265		3.110026		up

		Contig3284_x_at		0		-1.2998915		-0.8346076		-0.016174793		-1.4061847		-0.15226507		0.016174793		-0.5715833		0.87034273		1.7882085		1.290503		0.05696392		1.1194558		1.0384736		2.0096936		3.699592		6.0975337		5.9856944		5.989367		-0.9023223		-0.9767852		-0.58659554		0.73115396		0.09741783		0.9569516		1.6954532		1.915154		2.1561704		-4.5682063		-3.4041705		-2.5797038		-4.630514		-4.884845		-4.4483166		-3.934708		-3.781263		-4.1747284				17.6 kDa  class II heat shock protein (HSP17.6-CII)		At5g12020.1     		20		0		stress.abiotic.heat				 small heat shock protein HSP17.8				small heat shock protein HSP17.8 [Triticum aestivum]		AAK51797.1      				protein small heat shock protein HSP17.8		Os01g08860		CUST_9522_PI404877155		24.425888		4.610339		24.425888		up

		Contig3285_at		0		-1.0542479		-1.0054197		0.4355631		-0.7724042		0.2567563		0.7328968		-1.4830623		1.0908165		1.748869		1.0197783		-0.51532125		0.569942		0.6773162		1.6677237		3.334879		6.0490646		6.0240164		6.016224		-1.6164584		-0.70537376		-1.0784554		0.314682		-0.25675583		0.3608842		1.3572559		1.270956		1.6041822		-2.716525		-2.4719		-2.057138		-3.5042534		-3.2429166		-3.0022783		-2.5757012		-2.8964505		-2.4203649				17.6 kDa  class II heat shock protein (HSP17.6-CII)		At5g12020.1     		20		0		stress.abiotic.heat				small heat shock protein HSP17.8				small heat shock protein HSP17.8 [Triticum aestivum]		AAK51797.1      				protein small heat shock protein HSP17.8		Os01g08860		CUST_9523_PI404877155		7.4863973		2.9042716		7.4863973		up

		Contig3287_x_at		0		-1.0863628		-0.7555704		0.6081362		-0.65004873		-0.029834747		-0.11647177		0.31980705		1.2311068		1.8342094		0.81847		-0.24823713		0.72854996		0.24350071		0.9342165		2.5943308		5.4552927		5.280511		5.4004116		-0.84592724		-0.5797882		-0.7562742		0.1482768		0.02983427		0.10425234		1.6107626		1.8050346		2.0039377		-1.6940956		-1.6775374		-1.8685293		-2.5119467		-2.3000827		-1.6373587		-1.447391		-1.680335		-1.4789438				17.6 kDa  class II heat shock protein (HSP17.6-CII)		At5g12020.1     		20		0		stress.abiotic.heat				 small heat shock protein HSP17.8				small heat shock protein HSP17.8 [Triticum aestivum]		AAK51797.1      				protein small heat shock protein HSP17.8		Os01g08860		CUST_9529_PI404877155		4.600576		2.2018144		4.600576		up

		Contig8305_at		0		-0.20118809		-0.15790081		-0.2187109		0.6042242		0.78113365		1.012907		0.990674		1.235384		1.7177706		-0.62663555		-1.0435724		-0.9160681		0.15789986		0.32448387		0.9876566		2.386941		2.407073		2.3268423		-0.51294136		-0.16771793		-0.6263552		0.86962986		0.7189884		1.0477533		1.6891184		2.0452824		1.8850479		-1.8427682		-1.7307377		-1.6916366		-1.2477884		-1.4344711		-1.2727718		-1.3849001		-1.35044		-1.2272177				heat shock protein 101 (HSP101)		At1g74310.1     		20		0		stress.abiotic.heat				heat shock protein 101				heat shock protein 101 [Triticum aestivum]		AAD22629.1      				protein Clp amino terminal domain, putative		Os05g44340		CUST_14468_PI404877155		4.713627		2.2368376		4.713627		up

		Contig873_s_at		0		0.2361288		0.4125862		0.12571907		-0.44464302		-0.48378468		-0.14485931		-0.5400543		-0.24766254		0.21510792		0.32443523		-0.05405712		0.49402046		-0.37803936		-0.27835178		0.7248421		1.6902342		1.7854862		1.7557058		-0.21343231		0.24131393		0.21952248		0.2906294		0.09268284		0.05405712		0.32095432		0.66388416		0.6330948		-0.5720167		-0.6946163		-0.52958584		-1.7862396		-1.7699838		-1.3444395		-0.98676014		-1.4184456		-1.3408232				heat shock protein 70, putative / HSP70, putative		At3g12580.1     		20		0		stress.abiotic.heat				HSP70				HSP70 [Triticum aestivum]		AAB99745.1      				protein dnaK protein		Os01g62290		CUST_14894_PI404877155		2.668779		1.4161798		2.668779		up

		Contig91_at		0		-1.0949092		-0.97719955		-0.8640671		-1.1382318		-1.4338865		-0.9769707		-1.5702367		-2.1094155		-0.87450075		0.022960186		-0.022960663		0.16444111		-0.43957233		-0.7938204		0.22141075		-0.43729162		-0.8324456		-0.6251602		3.305705		1.8018923		3.0061522		1.4908319		1.4951816		1.1801515		1.5810227		1.2730484		1.6823602		2.2838535		2.2133646		2.0879064		0.3043933		-0.21648741		0.069114685		-0.2122469		-0.34985447		0.050644398				0		0		20		0		stress.abiotic.heat				NONE				0		0				0		0		CUST_15222_PI404877155		2.2597828		1.1761842		2.2597828		up

		HVSMEk0005B11r2_at		0		0.01900816		0.0035672188		0.033526897		0.0822072		0.35791254		0.29509115		0.64803934		0.5126672		0.37962866		-1.469212		-1.5888882		-1.483252		-0.4995489		-0.18473577		-0.0026173592		1.1243758		1.2822108		1.1520152		-0.6455598		-0.18907166		-0.2859254		0.33173132		0.16110754		0.0026173592		0.3576703		0.47509146		0.56122446		-1.8188982		-1.7463322		-1.4971542		-1.4157081		-1.5883188		-0.46874332		-0.5829687		-0.9616847		-0.8745074		1.00E-04		heat shock protein 101 (HSP101)		At1g74310.1     		20		0		stress.abiotic.heat				heat shock protein 101		4.00E-11		heat shock protein 101 [Triticum aestivum]		AAD22629.1      		2.00E-11		protein Clp amino terminal domain, putative		Os05g44340		CUST_18516_PI404877155		2.4666927		1.302578		2.4666927		up

		rbags13d01_s_at		0		-0.105148315		0.18361664		0.040942192		0.5616379		0.48190022		0.45117855		0.47520065		0.8275919		-0.15083313		-0.09073162		-0.4509039		-0.009971619		-0.7938404		-0.7312355		0.20127678		1.3269587		1.2703371		1.358427		-0.20167923		-0.04430008		0.06836891		0.7591429		0.78803635		0.5596857		0.009970665		0.28107452		0.2028408		-0.9158077		-1.082922		-0.87200737		-2.2898264		-2.1056437		-2.0870175		-1.9194331		-1.9131966		-1.6031914				heat shock protein 70, putative / HSP70, putative		At3g12580.1     		20		0		stress.abiotic.heat				NONE				HSP70 [Triticum aestivum]		AAB99745.1      				protein dnaK protein		Os01g62290		CUST_19367_PI404877155		3.7645178		1.9124651		3.7645178		up

		Contig8453_at		0		0.05868721		0.1807003		-0.101044655		0.16029167		0.016691208		0.004078865		0.4081545		0.32626915		0.27389622		-0.420516		-0.43803596		-0.21952915		-0.07622337		-0.26729488		0.11355686		0.009957314		-0.03574848		-0.045859337		0.3118992		-0.0040779114		0.082390785		0.27544975		0.2054615		0.22986698		0.3859129		0.16475296		0.16692352		-0.26050663		-0.5596409		-0.41356564		-1.0455456		-1.0941534		-1.0277596		-1.1516113		-1.1837568		-1.1663752		2.00E-26		rubber elongation factor (REF) family protein		At3g05500.1     		20		0		stress.abiotic.unspecified				putative stress-related protein		7.00E-39		putative stress-related protein [Oryza sativa (japonica cultivar-group)]		BAC15991.1      		4.00E-40		protein Rubber elongation factor protein (REF)		Os07g47510		CUST_14654_PI404877155		2.1142795		1.0801661		2.1142795		up

		35_2716		0		1.6893654		1.8096571		1.7884436		2.2187614		2.393177		2.3324862		2.0210094		2.1646223		2.2318583		0.43363285		1.2425947		1.3478603		1.0399427		1.0639038		0.5847101		0.5005102		0.6869211		0.5881748		-1.4431753		-1.1260672		-1.397337		-0.81881905		-0.6611223		-0.58710957		-0.9442949		-1.0608301		-0.8255043		-0.4336338		-1.0820799		-0.4430561		-0.67571545		-0.71224403		-0.97942066		-1.2709236		-1.2312555		-1.158555		7.00E-40		CHR5V7|COORD:21894461..21897571| leucine-rich repeat transmembrane protein kinase, putative		AT5G53890.1		20.1		0		stress.biotic				 no descriptionweakly similar to ( 130)AT3G56370| Symbols:  | leucine-rich repeat transmembrane protein kinase, putative | chr3:20910382-20913369 REVERSEweakly similar to ( 107)PSKR_DAUCAPhytosulfokine receptor precursor - Daucus carota (Carrot)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned COG4886 LRR_RI 				Cluster: Ice recrystallization inhibition protein 2 precursor; n=1; Triticum aestivum|Rep: Ice recrystallization inhibition protein 2 precursor - Triticum aesti		UniRef90_Q56B89				CHR07V5|COORD:423169..426822|protein phytosulfokine receptor precursor, putative, expressed		LOC_Os07g01710.1		CUST_9638_PI403524517		2.3621907		1.2401254		2.3621907		up

		35_38546		0		-0.15614033		-0.5225966		-0.45386624		0.19908237		0.076233864		0.2882371		-1.3571923		-0.6446037		0.6149163		-0.3600304		0.45215368		-0.12240648		0.46146297		0.9272275		0.639565		0.47412395		0.7093954		0.8767266		0.13294029		-0.47724247		-0.2652607		0.16735744		0.39140797		0.49179173		0.44979858		1.05337		0.99549866		-3.0255113		-3.0249605		-3.0032225		-0.07623339		-2.818822		-2.9319859		-2.9293523		-2.9433126		-1.472456		3.00E-08		CHR3V7|COORD:16101865..16107028| RPP1 (RECOGNITION OF PERONOSPORA PARASITICA 1)		AT3G44480.1		20.1		0		stress.biotic				 no descriptionvery weakly similar to (55.8)AT3G44480| Symbols: COG1, RPP10, RPP1 | RPP1 (RECOGNITION OF PERONOSPORA PARASITICA 1) | chr3:16101865-16107028 REVERSEnot assigned not assigned not assigned not assigned COG4886 		1.00E-40		Rep: Mla-like protein - Triticum aestivum (Wheat)		UniRef90_Q84T89		4.00E-35		CHR01V5|COORD:13966225..13962366|protein NB-ARC domain containing protein		LOC_Os01g24820.1		CUST_137444_PI403524517		6.9459343		2.7961688		6.9459343		up

		35_8459		0		-1.129374		-2.116979		-2.4874568		-0.47399044		-0.038306713		0.21057796		-1.123486		-0.8819456		0.2847705		-1.2047935		-1.0302052		-1.1651087		0.051533222		0.12873459		0.11252928		0.14931202		0.1821518		0.17914009		1.0316863		1.0576386		0.6728244		1.3268938		1.499198		2.1102057		1.1363802		1.4734368		1.4710588		-0.69909096		-0.8619218		-0.6475897		-0.36064768		-0.18660879		-0.47354174		-0.13756561		0.038306236		-0.09375095		7.00E-07		CHR3V7|COORD:17224054..17226597| disease resistance protein (CC-NBS class), putative		AT3G46730.1		20.1		0		stress.biotic				 no descriptionvery weakly similar to (50.4)AT3G46730| Symbols:  | disease resistance protein (CC-NBS class), putative | chr3:17224054-17226597 REVERSE		1.00E-17		Cluster: Putative disease resistance protein RPM1; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein RPM1 - Oryza sativa (jap		UniRef90_Q6ZB32		7.00E-25		CHR04V5|COORD:6421995..6422315|protein resistance protein, putative		LOC_Os04g11760.1		CUST_29275_PI403524517		3.2245133		1.6890814		3.2245133		up

		35_8835		0		-0.12932968		0.2695341		0.018983841		0.3139572		0.18943214		0.33724785		0.20575523		0.2106657		0.036685944		-0.40434456		-0.55242443		0.475729		-0.476655		-0.58498096		-0.5820551		-0.6746979		-0.6830683		-0.6398735		1.6398277		0.553422		1.434578		0.84665966		0.7542496		0.66852283		0.7302942		0.6489582		0.646348		-0.018984795		-0.4776249		-0.40690136		-0.39742374		-0.15173721		-0.14930439		-0.5239048		-0.47209644		-0.2595377		2.00E-28		CHR3V7|COORD:9345769..9347538| leucine-rich repeat family protein		AT3G25670.1		20.1		0		stress.biotic				 no descriptionweakly similar to ( 122)AT3G25670| Symbols:  | leucine-rich repeat family protein | chr3:9345769-9347538 REVERSEvery weakly similar to (53.1)RPK1_IPONIReceptor-like protein kinase precursor - Ipomoea nil (Japanese morning glory) (Pharbitis nil)				Cluster: Putative disease resistance protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative disease resistance protein - Oryza sativa (japonica		UniRef90_Q657S8				CHR01V5|COORD:576371..573245|protein too many mouths protein precursor, putative, expressed		LOC_Os01g02060.2		CUST_30609_PI403524517		2.293927		1.1978195		2.293927		up

		35_16395		0		-0.22309351		-0.067917824		0.020489216		-0.07168579		-0.39889622		-0.07631254		-0.75952387		-0.46363258		-0.18197441		0.4019003		0.5689635		0.7690759		-0.028437138		-0.18083334		0.24958515		-0.020489216		-0.2970667		-0.14936495		1.4742346		1.4156489		1.1267347		1.1438055		1.3231392		1.1153708		0.993217		1.1214514		1.0333996		0.5064416		0.32417536		0.38805676		0.054947853		-0.049186707		-0.10123682		-0.24622965		-0.21060896		-0.39748812				CHR1V7|COORD:23972513..23977032| ATGCN3 (Arabidopsis thaliana general control non-repressible 3)		AT1G64550.1		34.16		0		transport.ABC transporters and multidrug resistance systems				 no descriptionnearly identical (1043)AT1G64550| Symbols: ATGCN3 | ATGCN3 (Arabidopsis thaliana general control non-repressible 3) | chr1:23972513-23977032 FORWARDvery weakly similar to (58.2)CYSA_ANTFOProbable sulfate/thiosulfate import ATP-binding protein cysA - Anthoceros formosae (Hornwort)not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Uup PRK10636 PRK11147 PRK11819 ABCF_EF-3 COG1123 ABC_tran FepC ZnuC CbiO ABCC_MRP_Like ABC_Metallic_Cations ABC_Iron-Siderophores_B12_Hemin ABC_cobalt_CbiO_domain1 ABC_ATPase CydD SalX ABCC_Protease_Secretion ABC_Org_Solvent_Resistant SunT ABC_DR_subfamily_A znuC MdlB COG3638 Ttg2A CcmA ModF ABC_MJ0796_Lo1CDE_FtsE ABC_cobalt_CbiO_domain2 ABCC_cytochrome_bd TauB DppF ABC_PhnC_transporter ABC_Class3 ABC_KpsT_Wzt ABCC_bacteriocin_exporters COG1245 FtsE TagH CcmA ABC_ModC_molybdenum_transporter ABC_NrtD_SsuB_transporters ABC_subfamily_A ABCC_ATM1_transporter ArpD CydC PRK11160 MglA COG4586 ABC_NikE_OppD_transporters ABC_Carb_Solutes_like CysA ABCD_peroxisomal_ALDP COG4178 sufC PotA ABCC_MsbA ABC_PstB_phosphate_transporter ABC_Carb_Monos_I ABC_Mj1267_LivG_branched ABC_TM1139_LivF_branched COG4559 ABC_FtsE_transporter ATM1 ThiQ AbcC ABC_NatA_like PRK10908 PRK10938 ABCC_CFTR1 ABC_MTABC3_MDL1_MDL2 MalK ABCC_MRP_domain1 ABC_BcrA_bacitracin_resist LivG ABC_HisP_GlnQ_permeases ABC_CcmA_heme_exporter lolD ABCC_Glucan_exporter_like NatA COG3845 ABC_OpuCA_Osmoprotection PRK10619 ABC_ThiQ_thiamine_transporter COG4172 potA ABC_NatA_sodium_exporter fecE PhnK ABC_drug_resistance_like CeuD ssuB ABCC_TAP PRK10253 ABC_FeS_Assembly AppF PRK10419 HisP ABCC_NFT1 LivF ABC_RNaseL_inhibitor_domain2 OpuBA PvdE btuD ABC_YhbG ABCC_Hemolysin COG4619 dppF PRK11174 COG4674 ArtP ABCC_MRP_domain2 GlnQ ABC_MetN_methionine_transporter SapF COG4152 ABC_PotA_N COG4181 livG tauB ABC_putative_ATPase PRK10522 ABC_ModC_like fbpC TauB PhnK PRK11831 ABC_MalK_N araG artP potG ABC_Carb_Monos_II DppD ABC_CysA_sulfate_importer thiQ PRK10790 PRK11176 ABCG_White ABCG_EPDR glnQ ABC_DrrA PstB COG4136 ModC ABC_RNaseL_inhibitor_domain1 YhbG phnK metN PRK10575 PRK10535 ABC_Rad50 TT_ORF1 PRK11264 PRK03695 ABC_Pro_Gly_Bertaine PRK11000 PRK10851 PhnL PRK10261 ycf16 ugpC sufC ABCC_CFTR2 PRK09700 modC Protamine_P1 ABC_RNaseL_inhibitor PRK10744 				Cluster: Putative ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: Putative ABC transporter - Oryza sativa (japonica cultivar-group)		UniRef90_Q6K7R4				CHR02V5|COORD:35517489..35511662|protein protein GCN20, putative, expressed		LOC_Os02g58020.1		CUST_57497_PI403524517		2.2411463		1.1642368		2.2411463		up

		35_3020		0		-0.3201933		4.23E-04		0.041002274		0.023735046		-0.054279327		-0.008076668		-0.24845219		-0.54790306		-0.29006958		0.28863525		0.44047928		0.4897232		0.13322449		0.19735813		0.27633572		0.21192646		0.21293163		0.26567554		0.49046516		0.13770294		0.29322243		0.12972832		0.16042423		0.13370991		-4.24E-04		-0.20232105		-0.019452095		-1.9706984		-2.3116302		-2.2544742		-2.8796706		-2.8148327		-2.8884482		-3.3661299		-3.4905572		-3.4031644				CHR3V7|COORD:23201404..23206703| ATMRP10 (Arabidopsis thaliana multidrug resistance-associated protein 10)		AT3G62700.1		34.16		0		transport.ABC transporters and multidrug resistance systems				 no descriptionhighly similar to ( 592)AT3G62700| Symbols: ATMRP10 | ATMRP10 (Arabidopsis thaliana multidrug resistance-associated protein 10) | chr3:23201404-23206703 REVERSEweakly similar to ( 144)MDR_ORYSAnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned ABCC_MRP_domain2 ABCC_NFT1 ABCC_SUR2 MdlB SunT ABCC_Glucan_exporter_like CydD ABCC_CFTR2 ABCC_MRP_Like ABCC_ATM1_transporter ABC_MTABC3_MDL1_MDL2 ABCC_MsbA CydC ABCC_bacteriocin_exporters PRK10790 ATM1 PRK11174 ABCC_Hemolysin PRK11160 PRK11176 ABCC_Protease_Secretion ABC_tran CcmA ArpD ABCC_TAP AbcC ABC_PstB_phosphate_transporter PRK10789 ABC_cobalt_CbiO_domain1 ABCC_cytochrome_bd ABC_NikE_OppD_transporters ABCC_MRP_domain1 CbiO ABC_Metallic_Cations ABC_MetN_methionine_transporter FepC ABC_PhnC_transporter COG1123 MglA COG4178 COG3638 ABC_Iron-Siderophores_B12_Hemin ABC_Org_Solvent_Resistant Ttg2A ABC_DR_subfamily_A ABC_Class3 ZnuC ABC_Mj1267_LivG_branched DppD ABC_TM1139_LivF_branched PstB OpuBA ABC_MJ0796_Lo1CDE_FtsE ABC_ATPase SalX DppF GlnQ MalK LivF ABC_OpuCA_Osmoprotection ABC_subfamily_A ABC_cobalt_CbiO_domain2 TauB ABC_NrtD_SsuB_transporters PotA ABC_Carb_Solutes_like PRK10522 COG3845 YhbG metN PhnK ABC_HisP_GlnQ_permeases CysA PvdE COG4172 NatA ABC_YhbG btuD LivG ABC_NatA_sodium_exporter ABC_drug_resistance_like ABC_putative_ATPase ABC_Carb_Monos_I ABC_ModC_like FtsE ABC_KpsT_Wzt ABC_Pro_Gly_Bertaine COG4619 ABC_BcrA_bacitracin_resist ABC_FtsE_transporter ABCC_CFTR1 ABC_DrrA TagH COG4559 ABCG_EPDR fecE ProV ABC_PotA_N AppF ABC_CysA_sulfate_importer COG4181 PRK10070 ABCD_peroxisomal_ALDP PRK10744 ThiQ COG4674 ABC_Carb_Monos_II ModC PRK10419 PRK09700 SapF ugpC Uup PRK10247 HisP ABC_MalK_N PRK10535 PRK10851 araG sufC TauB ModF PRK10895 CcmA potA PRK11264 CeuD oppD phnK PRK11000 PRK10575 ABC_ThiQ_thiamine_transporter PRK10253 ABCC_SUR1_N PRK10619 ssuB ABC_ModC_molybdenum_transporter glnQ ABC_FeS_Assembly ABC_NatA_like COG4152 PhnL znuC potG dppF PRK11819 PRK10584 modC PhnK ABCG_White artP thiQ ArtP PRK03695 COG4586 COG4136 fbpC PRK10762 PRK10261 PRK10982 tauB ABCF_EF-3 livF ABC_CcmA_heme_exporter livG PRK10908 PRK10636 SapD lolD ABC_PDR_domain1 PRK10418 sufC ABC_PDR_domain2 				Cluster: MRP-like ABC transporter; n=2; Oryza sativa (japonica cultivar-group)|Rep: MRP-like ABC transporter - Oryza sativa (japonica cultivar-group)		UniRef90_Q8GU65				CHR04V5|COORD:7292133..7281411|protein multidrug resistance-associated protein 4, putative, expressed		LOC_Os04g13210.1		CUST_10695_PI403524517		7.699371		2.9447405		7.699371		up

		35_23228		0		0.09808922		0.15885353		0.09443283		0.5019474		0.415493		0.6641102		0.30725193		0.54948616		0.59159565		-2.0452414		-1.9378681		-1.9721327		-0.84981155		-0.90864944		-1.3782592		-1.2200441		-1.2926626		-1.1617842		-0.39944553		0.090800285		-0.16577816		0.637249		0.48483276		0.5743971		0.468297		0.78282166		0.74711704		-1.6957855		-1.7153311		-0.7885399		-0.39531517		-0.05102253		-0.4905777		-0.027175903		0.20643139		0.027175903		9.00E-18		CHR3V7|COORD:10985482..10987004| amino acid transporter family protein		AT3G28960.1		34.3		0		transport.amino acids				 no descriptionvery weakly similar to (86.7)AT3G28960| Symbols:  | amino acid transporter family protein | chr3:10985482-10987004 REVERSEnot assigned not assigned not assigned Aa_trans 		9.00E-32		Rep: H0219H12.7 protein - Oryza sativa (Rice)		UniRef90_Q01IJ0		5.00E-33		CHR04V5|COORD:22758757..22761288|protein amino acid/polyamine transporter II, putative, expressed		LOC_Os04g38680.1		CUST_80989_PI403524517		3.468208		1.7941904		3.468208		up

		35_24657		0		0.04091358		0.20921469		0.1481452		0.49556446		0.18385935		0.3679552		0.21314144		0.72361994		0.6929722		-1.5408301		-1.5006285		-1.8403497		-0.32744122		-0.6247268		-1.0017166		-1.7882311		-1.566576		-1.45678		-0.7096691		0.25024748		-0.16114902		0.47577286		0.5348306		0.37244081		0.65045595		0.8240967		0.7392688		-1.4213018		-1.4537382		-0.52183294		-0.050884247		0.39518452		-0.5828996		0.040681362		-0.050884247		-0.040681362				CHR3V7|COORD:10985482..10987004| amino acid transporter family protein		AT3G28960.1		34.3		0		transport.amino acids				 no descriptionmoderately similar to ( 252)AT3G28960| Symbols:  | amino acid transporter family protein | chr3:10985482-10987004 REVERSEnot assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC PotE Trp_Tyr_perm Pol_Y_like 				Rep: H0219H12.7 protein - Oryza sativa (Rice)		UniRef90_Q01IJ0				CHR04V5|COORD:22758757..22761288|protein amino acid/polyamine transporter II, putative, expressed		LOC_Os04g38680.1		CUST_86096_PI403524517		3.10771		1.6358519		3.10771		up

		35_3456		0		0.065935135		-0.17298508		-0.43705416		0.40671062		-0.17664528		0.49655008		0.59613895		0.4057412		0.66012526		-1.0678587		-1.6742935		-1.4939442		-0.020197868		0.4765172		0.59423304		0.49796963		0.31052828		0.25775337		-0.37125015		0.020198345		-0.5360575		0.6544132		0.4714427		0.5116706		1.1606154		1.4391804		1.4188805		-0.302351		-0.55807114		-0.40898037		-0.77117157		-0.7342434		-0.64651203		-0.6629467		-0.8005352		-0.83926916				CHR5V7|COORD:8028464..8030733| AAP7 (amino acid permease 7); amino acid permease		AT5G23810.1		34.3		0		transport.amino acids				 no descriptionhighly similar to ( 565)AT5G23810| Symbols: AAP7 | AAP7 (amino acid permease 7) | chr5:8028464-8030141 FORWARDnot assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned not assigned Aa_trans SdaC Herpes_BLLF1 PotE PRK12323 AA_permease PRK07003 Atrophin-1 				Rep: H0418A01.2 protein - Oryza sativa (Rice)		UniRef90_Q01J66				CHR04V5|COORD:23303993..23293279|protein AAP7, putative, expressed		LOC_Os04g39489.1		CUST_12137_PI403524517		2.2437444		1.1659083		2.2437444		up

		Contig23325_at		0		0.06576538		0.111720085		-0.002292633		0.4009838		0.23732471		0.44912052		0.13372517		0.40555668		0.5433588		-2.2109962		-2.0824895		-2.0448074		-0.890872		-0.9636946		-1.3807411		-1.1863866		-1.191225		-1.2488656		-0.52530384		0.10122967		-0.2964325		0.40721607		0.42679882		0.3828125		0.33281422		0.6825218		0.67634296		-1.9005308		-1.899826		-1.0096493		-0.4931183		-0.271142		-0.47927284		0.05346489		0.21894264		0.002292633		8.00E-18		amino acid transporter family protein		At3g28960.1     		34.3		0		transport.amino acids				NONE		7.00E-32		OSJNBa0072F16.7 [Oryza sativa (japonica cultivar-group)] ref|XP_472750.1| OSJNBa0072F16.7 [Oryza sativa (japonica cultivar-group)]		CAD40982.2      		4.00E-33		protein Transmembrane amino acid transporter protein		Os04g38680		CUST_7913_PI404877155		3.310984		1.72726		3.310984		up

		Contig9971_at		0		0.10604143		-0.21759844		-0.5330076		0.28883076		-0.026901722		0.5212569		0.6561732		0.31796598		0.3995018		-1.1196012		-1.6574335		-1.7269635		0.0095825195		0.29212046		0.55870724		0.45382166		0.34257078		0.20313168		-0.36702967		-0.0095825195		-0.59254456		0.6944113		0.4424734		0.58091307		1.2483587		1.3823881		1.4302082		-0.5722852		-0.5465512		-0.4542246		-0.773829		-0.41995382		-0.8537631		-0.46268654		-0.89929676		-0.9507084				amino acid transporter family protein		At5g23810.1     		34.3		0		transport.amino acids				amino acid transporter family protein, similar to amino acid carrier (Ricinus communis) GI:3293031; contains Pfam profile PF01490: Transmembrane amino acid transporter protein or  similar to amino acid carrier, putative / amino acid permease, putative [Ar				OSJNBa0089K21.6 [Oryza sativa (japonica cultivar-group)] ref|XP_472826.1| OSJNBa0089K21.6 [Oryza sativa (japonica cultivar-group)]		CAE03052.2      				protein Transmembrane amino acid transporter protein		Os04g39480		CUST_16102_PI404877155		2.287315		1.193655		2.287315		up

		35_11358		0		1.9782267		2.5187097		1.8948069		1.6443772		0.99139214		1.3798814		1.5097365		1.4770703		1.3502073		-1.5200847		-2.2531042		-2.2342315		-0.007008791		-2.2463121		-1.318368		-1.6953468		-1.2173424		-0.6887448		0.83094025		2.428245		1.5783334		1.3807755		0.7854581		0.8503766		0.5947921		0.83382463		0.007008791		-0.8469925		-1.1695013		-0.4741397		-2.230197		-0.97465277		-1.6662266		-2.2380443		-1.6355476		-1.8203195		3.00E-22		CHR4V7|COORD:10366222..10368190| NIP1;2/NLM2 (NOD26-like intrinsic protein 1;2); water channel		AT4G18910.1		34		0		transport.Major Intrinsic Proteins.TIP				 no descriptionweakly similar to ( 102)AT4G18910| Symbols: NIP1;2, NLM2 | NIP1;2/NLM2 (NOD26-like intrinsic protein 1;2); water channel | chr4:10366222-10368190 FORWARDweakly similar to ( 178)LSI1_ORYSAnot assigned MIP MIP GlpF 		2.80E-45		Rep: NOD26-like major intrinsic protein - Zea mays (Maize)		UniRef90_Q19KC1		5.60E-45		CHR02V5|COORD:31260376..31264091|protein aquaporin NIP4.2, putative, expressed		LOC_Os02g51110.1		CUST_39493_PI403524517		8.590679		3.1027722		8.590679		up

		35_25480		0		0.36457825		-0.35647058		-0.7357559		1.2989058		1.7765679		1.7734761		2.073173		2.0976715		2.0171685		-1.4293978		-0.4884801		-1.0500479		0.3984995		0.31589842		-0.23190641		-0.23348045		0.0025892258		0.009592533		0.4024949		-0.035604954		0.17921495		0.39286232		0.76885605		-0.0025892258		1.5897055		1.1125093		1.9634137		-1.31201		-0.5760894		-1.2550759		-1.8877432		-2.0625477		-1.7722111		-1.2417617		-1.6565218		-1.4178393		1.00E-39		CHR1V7|COORD:1545257..1547708| ZIP5 (ZINC TRANSPORTER 5 PRECURSOR); cation transporter		AT1G05300.1		34.12		0		transport.metal				 no descriptionweakly similar to ( 134)AT1G05300| Symbols: ZIP5 | ZIP5 (ZINC TRANSPORTER 5 PRECURSOR); cation transporter | chr1:1546160-1547708 REVERSEnot assigned Zip 				Rep: Putative zinc transporter OsZIP2 - Oryza sativa (Rice)		UniRef90_Q7Y247				CHR05V5|COORD:23133227..23136097|protein zinc transporter 1 precursor, putative, expressed		LOC_Os05g39560.1		CUST_89068_PI403524517		4.5080953		2.172518		4.5080953		up

		HD12H12r_at		0		-0.17756414		0.60398436		0.39653683		0.6705966		0.9994235		0.65642977		1.1846452		1.3512855		0.4131198		-0.8567648		-0.7226715		-0.5886502		0.055324554		0.024236202		-0.18619871		0.5649543		0.33891344		0.7640891		0.0858798		-0.024236202		0.033291817		0.493896		0.44482374		0.274477		-0.4942069		-0.74892235		-0.36023426		-1.3509045		-1.5734019		-1.5788321		-2.48975		-1.834507		-1.8360691		-1.8120499		-1.6712403		-2.0596352				metal transporter, putative (ZIP4)		At1g10970.1     		34.12		0		transport.metal				ZRT, IRT-LIKE PROTEIN;metal transporter, putative (ZIP4), similar to Zn and Cd transporter ZNT1 (Thlaspi caerulescens) gi:7381054:gb:AAF61374; member of the Zinc (Zn2+)-Iron (Fe2+) permease (ZIP) family, PMID:11500563				putative ZIP-like zinc transporter [Oryza sativa (japonica cultivar-group)]		AAP31902.1      				protein ZIP zinc/iron transport family		Os05g10940		CUST_16678_PI404877155		3.405594		1.7679065		3.405594		up

		35_31861		0		0.47590256		0.6175742		0.8465538		0.9061823		0.8083563		0.6871619		1.0370035		1.0611677		-0.3091526		-0.23398495		0.57769823		-0.32038546		-0.89863205		-0.8179245		-0.8179245		-0.1557126		0.17951775		0.3033991		0.92751503		0.42386484		0.83186436		1.0987945		0.86235714		0.6066904		0.074359894		-0.13611794		-0.07436037		-0.6678858		-0.49924088		-0.509068		-0.45837498		-0.7411251		-0.8520317		-0.4044094		-0.20151186		-1.1124482		2.90E-44		CHR3V7|COORD:8448442..8450656| MATE efflux family protein		AT3G23550.1		34.99		0		transport.misc				 no descriptionweakly similar to ( 174)AT3G23550| Symbols:  | MATE efflux family protein | chr3:8448442-8450656 REVERSEnot assigned MatE NorM PRK01766 PRK00187 				Cluster: Putative MATE efflux protein family protein; n=1; Oryza sativa (japonica cultivar-group)|Rep: Putative MATE efflux protein family protein - Oryza sativ		UniRef90_Q6Z493				CHR07V5|COORD:18961541..18954628|protein transparent testa 12 protein, putative, expressed		LOC_Os07g31884.1		CUST_112221_PI403524517		2.1703024		1.1178961		2.1703024		up

		35_25178		0		0.76509666		0.698205		0.47649622		0.14464045		0.6846981		-0.14398861		0.0050492287		0.14697838		-0.008527756		-1.392664		-1.4784532		-0.39027882		-0.7005496		-0.608809		-1.1769576		-1.1383944		-1.1815333		-1.1519485		0.7070694		1.1775103		0.9030237		0.33189535		0.19582939		0.13497591		1.0581312		0.2547698		0.21746159		0.30866623		-0.46378422		0.2237997		-0.089975834		-0.17899275		-0.27714014		-0.17872906		-0.0050492287		-0.20435		7.00E-32		CHR1V7|COORD:12127692..12130307| proton-dependent oligopeptide transport (POT) family protein		AT1G33440.1		34.13		0		transport.peptides and oligopeptides				 no descriptionweakly similar to ( 117)AT1G33440| Symbols:  | proton-dependent oligopeptide transport (POT) family protein | chr1:12127692-12130307 REVERSEnot assigned 		1.00E-42		Cluster: POT family, putative; n=2; Oryza sativa (japonica cultivar-group)|Rep: POT family, putative - Oryza sativa (japonica cultivar-group)		UniRef90_Q53JI5		5.00E-44		CHR11V5|COORD:7194003..7188691|protein peptide transporter PTR2, putative, expressed		LOC_Os11g12740.1		CUST_87942_PI403524517		2.5175602		1.3320262		2.5175602		up

		Contig6574_at		0		0.4003868		0.372262		0.50868225		0.41331005		0.2898264		0.48640156		0.22447968		0.169034		0.3928585		-0.010205269		0.010205269		0.11384964		-0.07489681		-0.11625481		-0.5965376		0.74200344		0.65073013		0.7334919		0.3567295		-0.06402254		0.24450207		-0.1380806		-0.13979435		0.038599014		-0.05420208		-0.18540621		0.03456688		-0.5227289		-0.7186966		-0.9489622		-1.5363951		-1.6461182		-1.7226152		-1.9023113		-1.4258566		-1.7218289				proton-dependent oligopeptide transport (POT) family protein		At3g54140.1     		34.13		0		transport.peptides and oligopeptides				 peptide transport protein - barley				peptide transport protein - barley gb|AAC32034.1| peptide transporter [Hordeum vulgare]		T04378          				protein POT family, putative		Os01g04950		CUST_12844_PI404877155		2.5665364		1.3598228		2.5665364		up

		35_502		0		0.1872387		0.53395224		0.1452074		-0.51415396		-0.05878544		-0.5302863		0.22474146		-0.34598017		0.06038475		-0.2359662		0.5091386		0.05878496		0.368721		-0.21332741		1.2943716		0.5170932		-0.15366983		0.32425928		0.35995913		-0.4965024		-0.26868582		0.16847801		0.52087545		0.34113598		0.40413857		0.340868		0.71643305		-0.531518		-1.23051		-1.4714699		-0.68230724		-1.1978121		-1.7218521		-2.5627785		-1.495106		-1.6029394		4.00E-24		CHR2V7|COORD:16265578..16267182| ATPT2 (PHOSPHATE TRANSPORTER 2); carbohydrate transporter/ phosphate transporter/ sugar porter		AT2G38940.1		34.7		0		transport.phosphate				 no descriptionweakly similar to ( 107)AT2G38940| Symbols: PHT1;4, ATPT2 | ATPT2 (PHOSPHATE TRANSPORTER 2); carbohydrate transporter/ phosphate transporter/ sugar porter | chr2:16265578-16267182 FORWARDnot assigned 		1.00E-29		Rep: Inorganic phosphate transporter 3 - Zea mays (Maize)		UniRef90_Q49B44		1.00E-25		CHR04V5|COORD:5793089..5791330|protein inorganic phosphate transporter 1-5, putative, expressed		LOC_Os04g10690.1		CUST_1895_PI403524517		3.0744588		1.6203325		3.0744588		up

		Contig7944_at		0		0.24751568		0.6310153		0.3126812		-0.36634302		-0.034157276		-0.37617826		-0.028261662		-0.038121223		-0.117536545		-0.061481953		1.2032552		0.5894232		0.6663003		0.028261662		1.4386964		0.27670002		0.35764742		0.4028368		0.7289438		-0.060737133		-0.28085423		0.21819544		0.9202218		0.48010206		0.4761281		0.36205053		0.8116236		-0.45419073		-1.0467577		-1.2716546		-1.030302		-1.3126612		-1.3121784		-2.4037201		-1.6942065		-0.654953				inorganic phosphate transporter (PHT2)		At5g43370.1     		34.7		0		transport.phosphate				phosphate transporter 6				phosphate transporter 6 [Hordeum vulgare subsp. vulgare]		AAN37901.1      				protein phosphate:H+ symporter		Os04g10750		CUST_14119_PI404877155		3.1350262		1.6484776		3.1350262		up

		35_2940		0		-0.048789978		0.09896374		0.09316635		0.14403439		0.012170792		0.079857826		0.08306408		0.13527107		0.10819054		-0.2097044		-0.20781517		-0.012170792		-0.75408125		-1.0597324		-1.4241052		-1.1948957		-1.0754576		-1.1808815		0.47750854		0.3451748		0.40011978		0.16448402		0.46381092		0.13690662		0.26909828		0.09923077		0.27248287		0.24814129		-0.016376495		-0.110076904		-1.1841712		-1.0519533		-1.1141295		-1.2530975		-1.3129253		-1.4455199				CHR1V7|COORD:8185227..8188943| AST91 (SULFATE TRANSPORTER 91); sulfate transporter		AT1G23090.1		34.6		0		transport.sulphate				 no descriptionhighly similar to ( 840)AT1G23090| Symbols: SULTR3;3, AST91 | AST91 (SULFATE TRANSPORTER 91); sulfate transporter | chr1:8185227-8188943 REVERSEmoderately similar to ( 327)NO70_SOYBNEarly nodulin 70 - Glycine max (Soybean)not assigned not assigned not assigned not assigned not assigned not assigned not assigned Sulfate_transp SUL1 PRK11660 STAS PRK07003 PRK12323 PRK07764 Atrophin-1 				Rep: OSIGBa0113E10.13 protein - Oryza sativa (Rice)		UniRef90_Q00RP3				CHR04V5|COORD:33001586..32995970|protein sulfate transporter 3.3, putative, expressed		LOC_Os04g55800.1		CUST_10421_PI403524517		2.138423		1.0965472		2.138423		up

		Contig7074_s_at		0		-0.049744606		0.08421326		0.1281662		-0.010363579		0.019758224		0.18553638		0.28939247		0.31377888		0.04061985		-0.20697403		-0.10293198		-0.26935005		-0.87449265		-0.8870301		-1.384613		-1.0162239		-1.3343582		-0.996387		0.46447754		0.25230217		0.4655304		0.27826405		0.29628563		0.19202995		0.30134487		0.25746822		0.24389172		0.14555359		0.0103645325		-0.10667324		-0.95802593		-0.9109664		-1.1421328		-1.2731104		-1.4416661		-1.2619586				sulfate transporter, putative		At1g23090.1     		34.6		0		transport.sulphate				SULTR3;3;SULFATE TRANSPORTER;SULFATE TRANSPORTER 91;sulfate transporter, putative, similar to sulfate transporter (Arabidopsis thaliana) GI:2285885; contains Pfam profiles PF00916: Sulfate transporter family, PF01740: STAS domain				OSJNBa0060D06.5 [Oryza sativa (japonica cultivar-group)] emb|CAE04513.2| OSJNBb0059K02.23 [Oryza sativa (japonica cultivar-group)]		CAE03539.2      				protein Similar to sulphate transporter protein		Os04g55800		CUST_13362_PI404877155		2.1091914		1.07669		2.1091914		up

		Contig12678_at		0		-0.01352644		-0.2687106		0.0686717		0.21936464		0.041393757		0.11309528		1.0071378		0.36911583		0.56616735		0.1548276		-0.008268356		0.019937992		0.06953335		0.13765717		-0.24592686		0.008268356		-0.12481594		0.016590595		-0.10324049		-0.12619972		-0.74964285		-0.08329725		0.025121212		0.06900978		0.6131749		0.72147036		0.5286002		-1.4218044		-2.2149425		-2.3923779		-1.8111348		-2.0790136		-1.9493511		-3.068161		-3.1087086		-3.7572386				sugar transporter, putative		At1g54730.2     		34.2		0		transporter.sugars				sugar transporter, putative, similar to ERD6 protein (Arabidopsis thaliana) GI:3123712, sugar-porter family proteins 1 and 2 (Arabidopsis thaliana) GI:14585699, GI:14585701; contains Pfam profile PF00083: major facilitator superfamily protein or  sugar tr				sugar transporter, putative [Arabidopsis thaliana]		NP_850964.1     				protein At5g18840/F17K4_90		Os03g24870		CUST_2308_PI404877155		5.7436576		2.5219698		5.7436576		up

		AB259783		0		3.2448893		3.0976849		3.0934381		2.942563		2.874319		3.0578823		2.5896673		2.834221		2.574133		-6.624172		-6.7453547		-6.8433113		-6.253304		-6.6685286		-6.7506866		-6.085415		-6.8783765		-6.772562		1.9736595		2.8048105		2.3855		3.1392622		2.8025103		2.9049873		2.745389		2.7156954		2.677063		-6.4356756		-6.3491173		-1.973659		-6.266574		-6.0598345		-6.2775636		-6.6840796		-6.5014844		-6.766923										0										Vrs1 Homeobox transcription factor										CUST_5_PI399866507		748.4875		9.547834		748.4875		up

		HvABA8'OH-2		0		0.010725975		0.35446596		0.69194555		0.68542624		1.1834898		0.81787634		1.5725574		1.4745994		1.5433278		-0.88615084		-1.0393348		-1.3677125		-0.7524557		-0.67147684		-1.1076822		-1.6959093		-1.3421583		-1.8606105		0.0053544044		-1.0524783		-0.17548895		0.56592035		1.2512531		0.6814103		1.5923867		1.4296966		1.366292		-0.95937634		-0.7207289		-0.67051363		-0.20633984		-0.22048998		-0.0053544044		-0.07321501		0.042916298		1.2246246										0																				CUST_689_PI399407379		4.339548		2.117545		4.339548		up

		HvIPT14		0		-0.51270485		0.06858444		-0.014049053		1.1514049		1.073523		1.0214047		1.0851588		1.013576		0.9613242		0.44202852		-0.48263836		1.2132211		-0.65701246		-0.5244036		-0.63914585		0.0049057007		-0.079319		-0.0049057007		1.5905337		-0.6896477		1.5050416		0.63328123		0.6583314		0.39195156		1.0716252		1.0764232		1.3076825		-0.7311621		-0.77395296		-1.1920328		-0.8011055		-0.7353754		-0.8826995		-0.96728563		-1.0986485		-1.1335797										0																				CUST_421_PI399407379		3.3924806		1.7623405		3.3924806		up

		HvRR18		0		0.5549736		0.21552277		0.93650246		1.0827246		1.776741		1.5151949		1.7051678		1.5948486		1.6621447		-1.1147146		-0.9859867		-0.8683095		-0.8978939		-1.0485477		-1.2861075		-1.1932888		-0.73623323		-1.159708		-0.8752217		0.113520145		-0.4186492		-1.1041794		-1.181057		-1.3021173		-0.8224597		-0.97504616		-0.80092335		-0.11352062		0.17443228		0.69308186		2.80894		2.7724934		2.9265966		2.9869633		3.152667		3.095273										0																				CUST_89_PI399407379		4.7879276		2.2594013		4.7879276		up

		HvRR19		0		0.45256615		3.26E-04		-0.2938714		0.2899089		0.3356347		0.06391144		0.898489		1.5292649		0.31003952		-0.8413429		-0.34864283		-1.1048493		-0.8429413		-0.5644779		-0.68802595		-0.53923464		-0.5804362		-0.5917053		0.021273136		-3.25E-04		-0.07925987		0.0784111		-0.20914793		0.09344339		0.09689665		0.3975172		0.17028713		-1.3674223		-0.40255022		-0.8270855		1.7681403		-0.094911575		-0.39187813		0.21503925		0.13061237		0.5014405										0																				CUST_86_PI399407379		2.1088202		1.0764362		2.1088202		up
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		Supplementary Table 5. Genes commonly regulated in HH (Heine's Haisa) and AD (Ackermann's Donaria) in comparison to respective MHOR 345 and MHOR 318 mutants
.

		UPREGULATED-HH vs MHOR345

												HH-GP1		HH-GP2		HH-GP3		HH-SP1		HH-SP2		HH-SP3		HH-AP1		HH-AP2		HH-AP3		MHOR345-GP1		MHOR345-GP2		MHOR345-GP3		MHOR345-SP1		MHOR345-SP2		MHOR345-SP3		MHOR345-AP1		MHOR345-AP2		MHOR345-AP3

		ProbeName		FC ([HH] vs [MHOR345])		Log FC ([HH] vs [MHOR345])		FC (abs) ([HH] vs [MHOR345])		Regulation ([HH] vs [MHOR345])		US91603673_252882710112_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		Harvest assembly ID		MAPMAN DESCRIPTION		FUNCAT

		CUST_5_PI399866507		748.4875		9.547834		748.4875		up		3.2448893		3.0976849		3.0934381		2.942563		2.874319		3.0578823		2.5896673		2.834221		2.574133		-6.624172		-6.7453547		-6.8433113		-6.253304		-6.6685286		-6.7506866		-6.085415		-6.8783765		-6.772562		AB259783		Vrs1 Homeobox transcription factor 		Transcription Regulation 

		CUST_89543_PI403524517		232.96768		7.863986		232.96768		up		0.7374563		0.74803543		0.8964052		1.0568905		1.0948677		1.1435347		0.9190016		0.7908611		1.0997639		-8.492772		-8.519639		-8.430456		-2.9050403		-8.472464		-0.43445206		-8.069076		-8.464788		-8.500373		35_25617		RESURRECTION1		Not assigned

		CUST_122777_PI403524517		30.623825		4.9365826		30.623825		up		2.680478		2.5344744		2.539589		2.4294024		2.4320898		2.4902935		2.248292		2.4698792		2.2126942		-2.8428974		-2.8958635		-3.568717		-2.355713		-2.474557		-2.2905107		-1.900619		-2.2299452		-1.8332272		35_34639		Vrs1 Homeobox transcription factor 		Transcription Regulation 

		CUST_92186_PI403524517		11.106761		3.4733663		11.106761		up		2.7317138		1.9099073		2.0689163		1.6931863		1.7995424		2.029817		2.2869582		2.2732272		2.0356836		-2.7476118		-3.0924306		-1.5157845		-0.9537542		-1.0818257		-1.0049453		-0.4334116		-0.56356573		-1.0380135		35_26361		Acyl desaturase4 		Lipid metabolism

		CUST_1795_PI404877155		10.512855		3.3940825		10.512855		up		-0.6322851		0.579216		0.10521603		0.7159262		1.0643106		0.9907384		1.2980247		1.0529814		1.3502636		-2.4859803		-2.8073997		-0.10521603		-3.53859		-3.4225578		-3.7985458		-3.9286048		-1.7438865		-2.191568		Contig12019_at		Trehalose-6-phosphate synthase 		Minor CHO metabolism

		CUST_26984_PI403524517		4.3735924		2.1288188		4.3735924		up		0.8568535		1.0740862		0.8822794		1.2101927		1.0896177		1.2537642		1.3422422		1.2942114		1.3150749		-2.649293		-2.1325727		-1.707519		-0.16447258		-0.23998833		-0.6599841		-0.4041586		-0.44854164		-0.4345169		35_7815		Predicted protein 		No ontology

		CUST_24813_PI399408534		4.354081		2.1223683		4.354081		up		1.1657515		0.9111557		1.0209627		1.0265412		1.0908976		1.1723971		1.5817804		1.627078		-0.080293655		-1.3855996		-1.9673309		-1.776856		-1.9007826		-0.5505948		-1.7406459		0.39437532		-1.3182225		0.66061354		35_8337		Weakly similar to WRKY28, partial		Transcription Regulation 

		CUST_75313_PI403524517		4.220249		2.0773282		4.220249		up		0.4172001		0.46420336		0.31176138		0.44067907		0.23637629		0.5944066		0.34802008		0.52251244		0.62468195		-4.352776		-3.4802926		-2.291104		-0.19041777		-0.83747196		-1.4260244		-0.9573827		-0.6209202		-0.5797224		35_21588		Anthocyanin 5-acyltransferase 		No ontology

		CUST_12262_PI399408534		4.1415243		2.0501618		4.1415243		up		0.7804203		0.96057796		0.8970041		0.97823334		1.0762472		1.2402334		0.9437103		1.131033		1.1458406		-1.1843247		-1.0853162		-1.0075436		-1.04458		-1.287087		-1.3628592		-0.67473936		-0.76560926		-0.8860979		35_49439		LRR receptor-like ser/thr-kinase 		Transcription Regulation 

		CUST_26777_PI403524517		3.8857188		1.9581815		3.8857188		up		0.72330475		0.78645325		0.87773895		1.3096561		1.6860209		1.3681269		1.0714197		1.2361002		0.8099756		-2.179758		-1.9143353		-1.5576687		-0.46560287		-0.23385906		-0.95596695		-0.08986473		-0.27171326		-0.08606815		35_7759		Sister of ramosa3 		Minor CHO metabolism

		CUST_74881_PI403524517		3.7685413		1.9140062		3.7685413		up		0.48143482		0.2561369		0.57156086		0.6162605		0.71510315		0.4361949		0.7998748		0.6514082		-0.05246353		-1.3454375		-1.2814946		-1.1293626		-1.7349453		-1.7045131		-2.250092		-1.8220415		-1.5351238		0.05246353		35_21469		Predicted protein 		No ontology

		CUST_7319_PI404877155		3.7022166		1.8883893		3.7022166		up		0.9830694		0.97676563		0.9861822		1.2245054		1.5414848		1.3283195		1.1718588		1.3811245		1.069704		-2.1084523		-1.9464102		-1.2981634		-0.107852936		-0.026189804		-0.70609426		0.026189804		-0.07497978		-0.09053612		Contig21324_at		Trehalose-6-phosphate phosphatase		Minor CHO metabolism

		CUST_5061_PI404877155		3.553336		1.829174		3.553336		up		0.849247		1.0190792		0.7495699		1.0203037		0.95056057		1.2317305		1.0759745		1.1672916		1.170681		-0.96840286		-0.82867813		-0.8970728		-0.9668379		-0.9087963		-1.0346155		-0.53111076		-0.47278023		-0.61983395		Contig1648_at		Glutamine synthetase 		N-metabolism 

		CUST_135466_PI403524517		3.3354604		1.737886		3.3354604		up		0.69478416		1.1679511		1.0166969		1.1454206		1.1771898		1.0302663		1.5459313		1.2835245		-0.14743423		-1.5487356		-1.2250559		0.09931898		-1.4273572		-1.6298599		-1.5801656		0.18867064		-0.3490801		0.74562025		35_37998		Predicted protein 		No ontology

		CUST_31820_PI403524517		3.2153354		1.6849692		3.2153354		up		0.9702177		0.8281183		0.7910414		0.89932346		0.7543497		1.0701218		0.62653446		0.83211994		0.8702612		-1.7762003		-1.6362238		-1.9436779		-0.45549774		-0.44740295		-0.4424219		-0.31335926		-0.23322296		-0.27462864		35_9180		Cytochrome P450 78A3-like		Misc.cytochrome P450

		CUST_134042_PI403524517		2.9084027		1.540227		2.9084027		up		1.0022173		0.857903		0.8778801		1.0572462		0.97626257		1.084784		1.1195488		1.387608		-0.14370346		-0.9718628		-1.3143921		-1.195951		-0.83157873		-1.1044798		-1.3070536		0.292284		0.54093504		0.24980164		35_37618		FRA1 (FRAGILE FIBER 1) 		Cell organisation 

		CUST_5245_PI404877155		2.8944654		1.533297		2.8944654		up		-0.41716194		0.12189102		0.040395737		0.0627861		0.4271021		-0.040395737		1.3607817		0.9064083		0.5555477		-1.1919813		-0.44128513		-0.18741322		-1.4703159		-1.9034824		-1.7030001		-1.3199263		-1.2931423		-1.2717705		Contig1679_s_at		Jasmonate-induced protein1		Hormone metabolism

		CUST_32685_PI403524517		2.7993028		1.4850676		2.7993028		up		1.015388		0.80251265		0.57133484		0.61526966		0.46500206		0.56579447		0.1714673		0.53068876		0.7595		-1.2581291		-1.6855369		-2.4690738		-0.17146683		-0.351624		-0.37914228		-0.31410694		-0.6815777		-0.55799246		35_9423		Cytochrome P450 CYP78A52		Misc.cytochrome P450

		CUST_34026_PI403524517		2.7641666		1.4668446		2.7641666		up		0.94934654		0.7204828		0.7341728		0.8101435		0.59176064		0.91030884		0.5719042		0.8198929		0.77483654		-1.1914101		-1.2874622		-1.4375572		-0.41352558		-0.47201538		-0.5744686		-0.3069725		-0.2985258		-0.33681488		35_9809		No description		No ontology

		CUST_77787_PI403524517		2.3546097		1.2354879		2.3546097		up		0.2751751		0.46735954		0.38835812		0.76751137		0.75787354		0.80362415		0.78469753		0.8194227		0.8515816		-0.65046453		-0.7737012		-0.31337976		-0.41645813		-0.4960847		-0.6673999		-0.6292		-0.5675192		-0.6895809		35_22300		Methyltransferase-like protein 7A 		No ontology

		CUST_69916_PI403524517		2.3436017		1.2287273		2.3436017		up		0.15439081		0.46928644		0.27589178		0.7525439		0.6840377		0.8414655		1.13695		1.0114484		1.1469932		-0.8771734		-0.5922723		-0.6515641		-0.22808075		-0.21841669		-0.32820702		-0.50933266		-0.6560073		-0.52448463		35_20005		Predicted protein 		No ontology

		CUST_12785_PI399408534		2.0577774		1.0410869		2.0577774		up		1.2658892		1.263732		1.3426018		1.0071507		0.9701624		0.72754526		0.592227		0.8473363		0.12092352		-0.024246693		-0.0937376		0.024246693		-0.2863021		-0.19542503		-0.13078499		-0.19279385		-0.043833256		-0.2893386		35_3905		Stem-specific protein TSJT1-like		Hormone metabolism



		UPREGULATED-AD vs MHOR318

												AD-GP1		AD-GP2		AD-GP3		AD-SP1		AD-SP2		AD-SP3		AD-AP1		AD-AP2		AD-AP3		MHOR318-GP1		MHOR318-GP2		MHOR318-GP3		MHOR318-SP1		MHOR318-SP2		MHOR318-SP3		MHOR318-AP1		MHOR318-AP2		MHOR318-AP3

		ProbeName		FC ([AD] vs [MHOR318])		Log FC ([AD] vs [MHOR318])		FC (abs) ([AD] vs [MHOR318])		Regulation ([AD] vs [MHOR318])		US91603673_252882710112_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		Harvest assembly ID		MAPMAN DESCRIPTION		FUNCAT

		CUST_5_PI399866507		389.93454		8.607088		389.93454		up		1.9736595		2.8048105		2.3855		3.1392622		2.8025103		2.9049873		2.745389		2.7156954		2.677063		-6.4356756		-6.3491173		-1.973659		-6.266574		-6.0598345		-6.2775636		-6.6840796		-6.5014844		-6.766923		AB259783		Vrs1 Homeobox transcription factor 		Transcription Regulation 

		CUST_89543_PI403524517		226.54378		7.823646		226.54378		up		0.434453		0.96668816		0.66090584		1.012619		1.0745249		1.0775156		0.91038513		0.88435173		1.0568905		-2.1876674		-6.769327		-3.4643617		-8.275213		-8.18882		-8.397991		-8.196717		-8.377977		-8.476406		35_25617		RESURRECTION1		Not assigned

		CUST_122777_PI403524517		20.292055		4.342843		20.292055		up		1.5752668		2.103116		1.7668896		2.5138912		2.2319555		2.473463		2.117817		2.1121302		2.1591015		-2.774427		-2.4996257		-1.7292972		-2.3383293		-2.494761		-2.1373415		-1.5752673		-2.1079273		-2.3749776		35_34639		Vrs1 Homeobox transcription factor 		Transcription Regulation 

		CUST_1795_PI404877155		13.600898		3.76563		13.600898		up		1.9354739		0.4701743		1.7736874		0.985199		1.6544919		0.69693613		1.8067036		1.2665114		1.9451947		0.8950591		-0.8830266		-0.1482935		-4.077046		-4.065529		-3.959519		-3.9987698		-3.9970343		-1.1221404		Contig12019_at		Trehalose-6-phosphate synthase 		Minor CHO metabolism

		CUST_92186_PI403524517		9.825747		3.296567		9.825747		up		1.1254511		0.43341112		0.77457		1.4936361		1.3432059		1.1784549		1.9414515		2.0370955		2.0008116		-3.6871905		-2.5400398		-2.4931064		-1.5695055		-0.9339919		-3.6882968		-0.599946		-1.2205956		-0.60834026		35_26361		Acyl desaturase4 		Lipid metabolism

		CUST_75313_PI403524517		4.9184685		2.2982092		4.9184685		up		0.19041824		0.9453764		0.50619316		1.2380171		1.2846756		1.1623611		1.3785911		1.5505533		1.8222942		-1.9600906		-2.1879606		-0.9336872		-0.59174013		-0.26557732		-0.38602495		-0.9416008		-1.5805202		-1.7582014		35_21588		Anthocyanin 5-acyltransferase 		No ontology

		CUST_135466_PI403524517		4.790134		2.260066		4.790134		up		1.046845		0.90638924		1.1006923		1.5156727		1.3660073		1.0720329		-0.15131855		-0.05657053		0.05657053		-1.2338374		-1.8731694		-1.6761272		-1.2795784		-3.0975697		-0.79064775		-1.5370841		-0.45157075		-1.5446908		35_37998		Predicted protein 		No ontology

		CUST_31820_PI403524517		4.4308734		2.147591		4.4308734		up		0.23322296		0.86088467		0.5587225		1.3985863		1.3217001		1.4561977		1.2412271		1.4510803		1.3713617		-1.9788189		-1.8179846		-1.0946474		-0.77855015		-0.7007351		-0.79932404		-0.7830467		-0.68933105		-0.79289913		35_9180		Cytochrome P450 78A3-like		Misc.cytochrome P450

		CUST_26984_PI403524517		4.378311		2.1303744		4.378311		up		0.16447258		1.1592884		0.60729694		1.2977657		1.199111		1.0830431		1.4493732		1.6172638		1.589159		-2.0716367		-1.8901825		-0.41589737		-0.60180473		-0.56200886		-0.73563004		-0.8261218		-1.075316		-0.82799625		35_7815		Predicted protein 		No ontology

		CUST_26777_PI403524517		4.2629805		2.0918624		4.2629805		up		0.08606911		1.179924		0.7242727		1.3469429		1.2532682		1.3015413		1.060669		1.3726835		1.4048405		-0.9016714		-0.84262943		-0.23066998		-0.9875326		-0.85886097		-1.2761154		-1.4351835		-1.2491026		-1.314785		35_7759		Sister of ramosa3 		Minor CHO metabolism

		CUST_5061_PI404877155		4.2029314		2.0713959		4.2029314		up		0.72948647		0.47277927		0.83406067		0.8154011		0.77949524		0.70991135		1.2023783		1.1271296		1.2587137		-0.63681984		-0.9127369		-1.0406017		-1.5533762		-1.6198645		-1.0300722		-1.2898169		-1.470048		-1.159872		Contig1648_at		Glutamine synthetase 		N-metabolism 

		CUST_32685_PI403524517		4.0777817		2.0277846		4.0777817		up		0.288136		0.5851073		0.35150242		1.3293834		0.8834052		0.9794922		1.3117094		1.548049		1.2017779		-1.7573807		-1.4716201		-0.74568987		-1.4954457		-0.82056093		-1.1063166		-0.72778606		-0.67303133		-0.97366667		35_9423		Cytochrome P450 CYP78A52		Misc.cytochrome P450

		CUST_74881_PI403524517		3.7657573		1.91294		3.7657573		up		0.5653715		0.75345993		0.37264442		0.9786854		1.5403495		0.8660574		0.34768486		0.34768486		0.23269606		-1.3744812		-1.9204383		-1.3821902		-0.7934437		-1.2709622		-1.5159168		-1.2764573		-0.6079664		-1.0699697		35_21469		Predicted protein 		No ontology

		CUST_7319_PI404877155		3.5310564		1.8200998		3.5310564		up		-0.111561775		1.2869587		0.7360544		1.261549		1.3621416		1.1474991		1.1508322		1.2437954		1.5288582		-0.75420904		-0.7085738		-0.15331936		-0.8834443		-0.70460844		-0.46050262		-0.73399734		-1.1549568		-1.2211599		Contig21324_at		Trehalose-6-phosphate phosphatase		Minor CHO metabolism

		CUST_24813_PI399408534		3.3619807		1.7493114		3.3619807		up		0.9003329		1.0274854		1.0040946		1.2112055		1.4132757		0.99018145		-0.19767475		-0.012059212		0.012059212		-1.2617574		-1.5653281		-1.424109		-1.161694		-1.1135516		-1.4669733		-0.92124414		-0.51681376		0.036571026		35_8337		Weakly similar to WRKY28, partial		Transcription Regulation 

		CUST_69916_PI403524517		3.303231		1.7238779		3.303231		up		0.36385536		0.3656516		0.6534867		0.63651514		1.0616984		0.80298185		1.433927		1.2605815		1.4540992		-0.43695545		-0.36640644		-0.15439081		-1.0605464		-0.9297018		-1.1094651		-0.9141178		-1.2872629		-1.2232575		35_20005		Predicted protein 		No ontology

		CUST_12262_PI399408534		2.9999487		1.5849378		2.9999487		up		0.3400545		1.3370838		1.0198488		1.131033		1.0733204		1.091568		1.0415297		1.1338787		1.1823311		-0.7408805		-0.6086793		-0.575438		-0.340055		-0.39126062		-0.46688128		-0.66092825		-0.4418664		-0.6878023		35_49439		LRR receptor-like ser/thr-kinase 		Transcription Regulation 

		CUST_134042_PI403524517		2.7409108		1.4546554		2.7409108		up		0.64633846		0.87717295		0.92750835		1.1056414		1.072557		0.8444319		-0.26314974		-0.66101503		-0.19046593		-0.9760065		-1.2641892		-1.1549072		-0.62388134		-1.4592221		-1.2727833		-0.9401202		0.14370346		-1.185473		35_37618		FRA1 (FRAGILE FIBER 1) 		Cell organisation 

		CUST_5245_PI404877155		2.541078		1.3454407		2.541078		up		0.21825027		0.7507982		0.6988907		0.57974243		1.0185728		0.6753273		1.0124149		0.3881054		0.46745586		0.46025467		0.31510258		-0.16337776		-1.2474432		-1.231884		-1.3477354		-1.3033047		-0.89641476		-0.88460636		Contig1679_s_at		Jasmonate-induced protein1		Hormone metabolism

		CUST_12785_PI399408534		2.4627693		1.3002815		2.4627693		up		-0.14506292		0.72630453		0.3907628		1.054102		0.8303199		0.85425377		0.21538591		0.5721307		0.5152807		-0.13744879		-0.38031387		-0.66677713		-1.2043295		-1.0521169		-0.8751192		-0.8480506		-0.6941395		-0.83076143		35_3905		Stem-specific protein TSJT1-like		Hormone metabolism

		CUST_77787_PI403524517		2.3628716		1.2405412		2.3628716		up		0.7035656		0.64138985		0.736351		0.8575716		0.69110966		0.7910814		0.78259087		1.0091124		0.9328594		-0.6391678		-0.61612797		-0.355062		-0.36717796		-0.27517462		-0.3180337		-0.44598103		-0.48048067		-0.5220337		35_22300		Methyltransferase-like protein 7A 		No ontology

		CUST_34026_PI403524517		2.3218815		1.2152944		2.3218815		up		0.16428757		1.0592384		0.5344		0.9546356		0.768981		0.7988472		0.6063328		0.8388519		0.5879488		-1.2318525		-0.9888258		-0.8658304		-0.33324146		-0.2985258		-0.20556927		-0.33297443		-0.20301723		-0.16428852		35_9809		No description		No ontology





		Supplementary data. Genes commonly downregulated in Heines Haisa (HH) and Ackermanns Donaria (AD) in comparision with respective vrs4 mutants MHOR 345 and MHOR 318.

		DOWNREGULATED-HH vs MHOR345

												HH-GP1		HH-GP2		HH-GP3		HH-SP1		HH-SP2		HH-SP3		HH-AP1		HH-AP2		HH-AP3		MHOR345-GP1		MHOR345-GP2		MHOR345-GP3		MHOR345-SP1		MHOR345-SP2		MHOR345-SP3		MHOR345-AP1		MHOR345-AP2		MHOR345-AP3

		ProbeName		FC ([HH] vs [MHOR345])		Log FC ([HH] vs [MHOR345])		FC (abs) ([HH] vs [MHOR345])		Regulation ([HH] vs [MHOR345])		US91603673_252882710112_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_3.txt:gProcessedSignal(normalized)		US91603673_252882710110_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710127_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_1.txt:gProcessedSignal(normalized)		US91603673_252882710113_S01_GE1_1100_Jul11_2_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_3.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_1_4.txt:gProcessedSignal(normalized)		US91603673_252882710111_S01_GE1_1100_Jul11_2_4.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_1.txt:gProcessedSignal(normalized)		US91603673_252882710112_S01_GE1_1100_Jul11_1_2.txt:gProcessedSignal(normalized)		Harvest assembly ID		MAPMAN DESCRIPTION		FUNCAT

		CUST_54929_PI403524517		-32.004856		-5.000219		32.004856		down		-1.6565032		-1.0098071		-1.4776559		-2.4230342		-4.2478666		-4.1927958		-3.8946373		-4.840783		-4.8619328		1.5093851		1.4117951		1.2864838		2.1756306		1.8772945		2.2627554		2.0623703		1.946866		1.8643699		35_15636		EGG APPARATUS1-LIKE		Protein secretion 

		CUST_92205_PI403524517		-6.4558296		-2.6906025		6.4558296		down		-1.2244258		-1.2460017		-0.6001997		-1.5274258		-2.4850886		-2.2981458		-1.4773495		-2.2093542		-1.8699689		0.6545806		0.6147289		0.432055		0.48412848		0.34870338		0.8523798		2.0472355		1.9805613		1.86309		35_26367		NAC transcription factor		No ontology

		CUST_8539_PI404877155		-5.9069295		-2.5624084		5.9069295		down		-1.4623353		-1.6259534		-2.157057		-1.3010459		-1.6269214		-1.0021701		-2.263762		-1.7262638		-0.96435165		0.59894466		0.6492982		0.6931653		1.3134112		1.0713043		0.9801059		1.1129165		1.3437252		1.1689434		Contig25238_at		Knotted-1-like3(KNAT3)		Transcription regulation

		CUST_1964_PI399408534		-5.83834		-2.5455582		5.83834		down		-1.0480862		-1.9723616		-1.163794		-2.0986652		-2.3704314		-2.3144765		-2.0562015		-2.0389447		-2.084447		0.90557194		0.8178787		0.63206005		0.40547466		0.22090149		0.48454523		0.73577356		0.65792465		0.9024868		35_23690		GA 20 oxidase 3-like		Hormone metabolism

		CUST_108254_PI403524517		-5.502111		-2.4599853		5.502111		down		-1.198708		-1.7719011		-1.0255647		-2.813325		-2.5570164		-2.7856803		-1.0540342		-2.1007328		-1.9787235		0.367774		0.08194351		0.070124626		0.25436926		0.16959095		0.44327164		1.0873289		1.1921654		1.1876125		35_30795		LOG8-like		Hormone biosynthesis 

		CUST_31587_PI399408534		-5.329576		-2.4140208		5.329576		down		-1.3893299		-1.406632		-1.616539		-1.111978		-1.212739		-0.9010277		-1.792809		-0.9879136		-0.63541365		0.709147		0.7092886		0.78114843		1.4437923		1.490284		1.2684579		1.3845158		1.4535398		1.4316306		35_10104		Knotted-1-like3 (KNAT3)		Transcription regulation

		CUST_16599_PI404877155		-5.223459		-2.3850055		5.223459		down		-2.1008835		-1.9240432		-2.1070833		-2.3140802		-1.8215241		-1.9423242		-1.0189137		-1.1227345		-1.2669697		-0.32460165		0.24920034		0.16045666		0.50048685		0.46278143		0.33695602		1.379354		1.6531157		1.4287448		HB26N23r_at		AP2 transcription factor		Transcription regulation

		CUST_30696_PI399408534		-5.1149397		-2.3547173		5.1149397		down		-2.2752085		-1.9161892		-2.2697043		-1.8360176		-1.8143678		-1.7364259		-1.0661545		-1.1267433		-1.203649		-0.26314783		0.24441814		0.23674202		0.53098536		0.48519754		0.4043622		1.3789406		1.4851112		1.445385		35_18932		ERF110-like		Transcription regulation

		CUST_131487_PI403524517		-4.977875		-2.31553		4.977875		down		-0.08449888		-0.3831706		-0.16247988		-1.4618516		-1.3962057		-1.3874092		-0.88067436		-2.2179875		-0.70624065		2.0392709		1.6367879		1.7478895		1.1541986		1.323627		1.3747077		0.8988962		1.117321		0.86655474		35_36927		Predicted protein		No ontology

		CUST_18816_PI403524517		-4.8101473		-2.266081		4.8101473		down		-0.7509222		-0.75878525		-0.912549		-1.6661515		-2.0431738		-1.6306572		-1.5919766		-1.3420253		-1.6663904		1.1531839		0.87146664		0.4092369		0.7410965		0.86360264		0.27479935		1.224783		1.2439108		1.2500181		35_5446		Expansin-B11-like		Cell wall.modification

		CUST_36153_PI403524517		-4.326026		-2.1130424		4.326026		down		-1.6075306		-1.3840122		-1.4335938		-1.582241		-1.1942081		-1.4311342		-0.9778328		-1.1489773		-1.1042328		0.5027914		0.5179224		0.58502007		0.5773802		0.6597729		0.7101059		1.2036266		1.194603		1.2023973		35_10423		LOG1-like (LONELY GUY)		Hormone biosynthesis 

		CUST_34029_PI403524517		-4.1148453		-2.0408382		4.1148453		down		-0.82097054		-1.1931896		-0.649673		-1.6028166		-1.8068271		-2.0023904		-0.63718843		-1.161881		-1.5032654		0.59022474		0.33973598		0.3635273		0.56136084		0.13841629		0.50454426		1.4511786		1.5232849		1.5170698		35_9810		LOGL8-like		Hormone biosynthesis 

		CUST_71583_PI403524517		-4.056931		-2.0203888		4.056931		down		-1.039134		-0.41383743		-0.4621539		-1.7226572		-1.0902209		-1.4028764		-1.152255		-1.421319		-1.3131056		1.3903532		1.5426769		1.3356352		0.84852695		0.65180874		1.075758		0.4543891		0.31023312		0.55655813		35_20517		Predicted protein		No ontology

		CUST_178863_PI403524517		-3.741911		-1.9037752		3.741911		down		-2.1384835		-1.8912354		-2.1277738		-1.0065403		-1.1025991		-1.0686178		-1.4911027		-1.197782		-0.86625385		0.47300863		0.2534995		0.67252684		0.5875373		0.5032182		0.164433		0.49541998		0.6009841		0.4929614		35_49749		Cys-rich receptor-like kinase25		No ontology

		CUST_179363_PI403524517		-3.1675308		-1.6633587		3.1675308		down		-0.7805333		-0.7905903		-0.78356314		-0.7453046		-1.0700574		-1.6860735		-1.1826673		-1.3149815		-0.030611992		1.0873466		1.002985		1.0595598		1.002985		0.9142904		0.6633582		0.41023064		0.030612469		0.41447687		35_49886		Ser-type peptidase/ trypsin		Protein degradation

		CUST_81866_PI403524517		-3.1268597		-1.6447145		3.1268597		down		0.57044554		-0.0012321472		0.058901787		-1.166749		-1.280685		-0.79832745		-1.6275358		-1.0023365		-0.34382534		1.8060274		1.5312672		1.4438353		0.80022144		0.92763853		0.8897505		0.7392545		0.6578922		0.4151988		35_23482		Predicted protein		No ontology

		CUST_8172_PI404877155		-3.0953119		-1.6300848		3.0953119		down		-0.47399712		-0.5612016		-0.24564266		-1.0380697		-0.8796959		-0.9202752		-1.250937		-1.2189212		-1.1070123		0.98277855		0.8606796		1.0465422		0.8304291		0.78120136		0.7516489		0.68259144		0.568594		0.47054482		Contig24094_at		Sugar transport protein		Transporter sugars

		CUST_95462_PI403524517		-3.074696		-1.6204438		3.074696		down		-0.5010042		-0.48902512		-0.2275219		-0.972527		-0.9885459		-1.0615497		-1.3228316		-1.3525901		-1.2368689		0.869174		0.8113136		0.8745985		0.75715256		0.68955326		0.6539583		0.5814228		0.6105499		0.583807		35_27283		Sugar transport protein 5-like		Transporter sugars

		CUST_29037_PI399408534		-2.9983916		-1.5841888		2.9983916		down		-1.0253291		-0.69345236		-0.59554577		-1.2261219		-1.0642796		-1.1629767		-1.3877459		-1.3823242		-1.2755051		0.90470886		0.8821583		0.86872005		0.38185215		0.20924473		0.50629807		0.24266243		0.2439928		0.20478153		35_21780		GTP binding protein Rab1A		Signalling.G-proteins

		CUST_80742_PI403524517		-2.8448658		-1.5083606		2.8448658		down		-0.35609627		-0.31657648		-0.5778899		-0.89536476		-1.236783		-0.9445238		-0.977705		-0.81035805		-0.975935		1.4322791		1.4293771		0.8601608		0.73591423		0.51651096		0.22309208		0.33815908		0.27681446		0.67170477		35_23158		Vacuolar-sorting receptor 7-like		Protein secretion

		CUST_4582_PI404877155		-2.7951941		-1.4829485		2.7951941		down		-0.8974819		-0.6541128		-0.5468044		-1.1008234		-1.086793		-1.0807114		-1.0591531		-1.0581384		-1.2149067		0.82334805		0.7604904		0.7678547		0.57409763		0.29773808		0.47258377		0.3937359		0.24135685		0.31640625		Contig15661_at		GTP-binding protein RAB1C		Signalling.G-proteins

		CUST_94824_PI403524517		-2.7396882		-1.4540117		2.7396882		down		-0.2121706		-0.33903408		-0.36834002		-0.96593523		-0.65462255		-0.48407125		-1.4894834		-0.8632426		-0.78099966		0.07451773		0.5840125		0.5621681		1.1314907		0.8578491		1.1740093		0.8759098		0.94877005		0.7194786		35_27102		Predicted protein		No ontology

		CUST_26070_PI403524517		-2.6831536		-1.4239297		2.6831536		down		-0.78732777		-0.57396984		-0.6230526		-0.5977011		-0.69851685		-0.6692047		-0.6856642		-0.8041692		-1.4376636		1.0437965		0.8409138		0.6064682		1.1118402		0.39512634		0.9172926		0.44735527		0.18560505		0.38969994		35_7553		Predicted protein		No ontology

		CUST_33965_PI403524517		-2.5221243		-1.3346393		2.5221243		down		-0.49466753		-0.7578888		-0.37083483		-0.9759064		-1.0387063		-1.2144499		-0.45525074		-0.9061661		-1.2802916		0.30774736		0		0.075715065		0.30307293		0		0.38782215		1.158081		1.1256685		1.1594849		35_9790		LOGL8-like		Hormone biosynthesis 

		CUST_6933_PI399408534		-2.4271455		-1.2792605		2.4271455		down		-1.1979108		-1.1613512		-1.1754317		-0.68247986		-0.7811799		-0.8505745		-1.1451354		-0.7627554		-0.14166212		1.0905981		0.1226511		0.29141283		0.41998863		0.6343765		0.030605316		0.104752064		0.4149537		0.5055251		35_16305		Probable aldehyde oxidase2		Hormone metabolism

		CUST_73981_PI403524517		-2.2986171		-1.2007662		2.2986171		down		-0.07332039		-0.3152218		-0.2569723		-1.133112		-1.0587521		-0.8870411		-1.6992912		-1.3073282		-1.4844246		0.5781994		0.3859272		0.14621162		0.32434082		0.245368		0.36784172		0.13299179		0.2438631		0.16668892		35_21218		Predicted protein		No ontology

		CUST_26018_PI399408534		-2.2421112		-1.1648579		2.2421112		down		-0.71828604		-0.6332197		-0.4439597		-0.9940753		0.023501396		-0.55023766		-0.4604683		-0.6405573		-0.68058014		1.246367		1.221726		1.5651689		0.6906972		0.94522953		0.13241243		-0.35450125		-0.023501396		-0.037760258		35_7835		bHLH128-like		Transcription regulation

		CUST_44134_PI403524517		-2.198191		-1.1363167		2.198191		down		-0.15967607		-0.40082073		-0.2969265		-0.18975449		-0.7665291		-0.48672533		-0.8266983		-0.5163808		-0.49820423		0.9045682		1.0227962		0.6508908		0.705606		0.90242624		0.534822		0.4338789		0.3526783		0.5774679		35_12664		Protein phosphatase2C 21-like		Postranslational modification

		CUST_138014_PI403524517		-2.1379247		-1.0962111		2.1379247		down		-0.38779926		-0.34219456		-0.39285183		-0.9343548		-0.43339157		-0.9855943		-0.7097349		-0.7621021		-0.8423152		0.05327797		0.3002243		-0.48984814		-0.25545788		0.44047546		0.82115173		1.1318932		1.0278654		1.0459795		35_38706		Predicted protein		No ontology

		CUST_11371_PI403524517		-2.1302176		-1.0910008		2.1302176		down		1.16E-04		-1.17E-04		-0.3266306		-0.147439		-0.54750514		-0.1760211		-0.8785763		-0.77657795		-0.3359542		1.1503181		0.85847616		1.2510138		0.6017637		0.66515064		0.7143822		0.3603282		0.6278329		0.40103626		35_3221		Random slug protein 5-like		Transport misc

		CUST_499_PI399407379		-2.1152582		-1.0808338		2.1152582		down		-0.9706707		-1.533298		-1.1907306		-0.70483875		-0.53482056		-0.49682426		-0.53223324		-0.8624506		-0.37977266		0.8770652		0.12333965		0.3409829		0.11658907		0.5618272		-0.007874489		0.0950861		0.1775527		0.23729658		HvAAO4		Probable aldehyde oxidase2		Hormone metabolism

		CUST_70490_PI403524517		-2.0865374		-1.0611107		2.0865374		down		-0.083547115		-0.74025774		-0.23920202		-0.9553127		-0.867486		-1.0163307		-0.7195759		-0.91235876		-0.79629755		0.38500738		0.5894942		-0.12843943		0.35853958		0.037803173		0.17582083		0.6627474		0.5582371		0.58041763		35_20192		Glutathione S-transferase GSTF1-like		Glutathione S-transferases 

		CUST_64084_PI403524517		-2.0705705		-1.0500283		2.0705705		down		-0.6980405		-0.9796853		-0.61958265		-0.6551652		-0.9067359		-0.63093185		0.0053772926		-0.16787672		-0.12269735		0.785717		0.37376547		0.29947042		0.31926775		0.37186098		0.36519766		0.66764593		0.7262907		0.76569986		35_18300		Mannose-6-phosphate isomerase-like		Cell wall precursor synthesis
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		CUST_54929_PI403524517		-33.491596		-5.065727		33.491596		down		-2.996731		-1.7710257		-2.13344		-3.060636		-4.834057		-4.880249		-4.142632		-4.803506		-4.8184505		1.0249791		1.4220414		1.3551931		1.1949782		1.0098076		1.4158349		1.6480126		1.562294		1.5176797		35_15636		EGG APPARATUS1-LIKE		Protein secretion 

		CUST_108254_PI403524517		-7.1432815		-2.836587		7.1432815		down		-1.1636753		-0.07012415		-0.48822737		-2.2569518		-2.1037598		-2.0272703		-0.6691952		-0.34643936		-0.25713062		0.67462015		0.973896		1.1505013		2.074008		2.0668554		1.9384317		2.320033		2.471695		2.4764662		35_30795		LOG8-like		Hormone biosynthesis 

		CUST_179363_PI403524517		-6.0009036		-2.5851798		6.0009036		down		-1.4363854		-0.6066308		-1.2944579		-1.1512165		-1.4058781		-1.4422567		-1.5543826		-1.5937941		-1.2792964		0.8800144		1.0019913		1.1399603		1.6045289		1.7660689		1.4136415		1.0951023		1.2660713		1.3349404		35_49886		Ser-type peptidase/ trypsin		Protein degradation

		CUST_92205_PI403524517		-5.986787		-2.5817819		5.986787		down		-0.9790673		-0.3487029		-0.76324844		-1.8804793		-0.9231391		-1.8557489		-1.2046857		-0.9971819		-0.79982376		0.93047476		1.7864575		0.7845597		1.5344172		1.485815		1.6097307		1.9071493		1.7178617		1.7274938		35_26367		NAC transcription factor		No ontology

		CUST_33965_PI403524517		-5.3948207		-2.431575		5.3948207		down		-0.6230426		0.10047579		-0.3422022		-1.3168283		-1.3048081		-1.4844718		-0.49944162		-0.37083483		-0.1838274		0.6439228		0.8128576		1.1142712		1.8644114		2.0320587		2.0733585		2.3354902		2.494753		2.4880714		35_9790		LOGL8-like		Hormone biosynthesis 

		CUST_34029_PI403524517		-5.251166		-2.3926377		5.251166		down		-1.243104		-0.13841581		-0.79369116		-0.95129156		-1.9782534		-1.9779339		-0.67344236		-0.74770164		-0.22577906		0.6053729		0.87097263		0.9957018		1.7407646		1.7349052		1.5494385		1.7010889		1.8531103		1.7527733		35_9810		LOGL8-like		Hormone biosynthesis 

		CUST_64084_PI403524517		-4.7206626		-2.2389894		4.7206626		down		-1.4288101		-0.8541093		-1.310514		-0.9224224		-1.520515		-1.3290782		-0.7312279		-0.49130774		-0.7735872		-0.005376816		1.2728581		0.3850665		1.3627582		1.4624758		1.4984641		1.840642		1.480989		1.491456		35_18300		Mannose-6-phosphate isomerase-like		Cell wall precursor synthesis

		CUST_26070_PI403524517		-4.682537		-2.2272904		4.682537		down		-1.1161933		-0.1856041		-0.67002964		-0.27140808		-0.9037452		-0.4301529		-0.73327446		-1.1013746		-1.4457364		1.3581886		1.280386		1.4055281		1.3850727		1.4583998		1.5922337		1.5219193		1.6516056		1.5347624		35_7553		Predicted protein		No ontology

		CUST_16599_PI404877155		-4.6523		-2.2179441		4.6523		down		-1.8201132		-1.6649394		-1.847404		-1.5990276		-0.71699		-1.3050208		-0.36220837		-0.16045666		0.30711555		0.81377363		0.7838898		0.792953		1.2780414		1.4031739		1.3717303		1.6674571		1.3566146		1.3248181		HB26N23r_at		AP2 transcription factor		Transcription regulation

		CUST_31587_PI399408534		-4.512743		-2.1740046		4.512743		down		-1.7319605		-1.1092477		-2.2785974		-1.3342619		-1.2090349		-1.4517899		-0.5644994		-0.44264317		-0.61745214		0.44264317		0.6260891		0.95392513		1.1637421		1.2082644		1.1800661		1.3589749		0.98275375		0.91009474		35_10104		Knotted-1-like3 (KNAT3)		Transcription regulation

		CUST_71583_PI403524517		-4.3494134		-2.1208208		4.3494134		down		-0.88456917		-0.33554316		-0.31023264		-1.0822105		-1.7923493		-1.3798933		-0.7974205		-0.7826958		-0.90954304		1.7593298		1.7508507		1.7892656		1.1670084		1.0127764		1.2542534		0.6955261		0.6208668		0.763052		35_20517		Predicted protein		No ontology

		CUST_8539_PI404877155		-4.3476863		-2.1202478		4.3476863		down		-2.8752449		-1.4741509		-1.9015605		-1.2748892		-1.2666872		-1.3570561		-0.6482458		-0.19995499		-0.7878566		0.6136365		0.19995499		0.9393091		1.1073399		1.1597099		1.0750065		0.92753077		0.606596		0.66749954		Contig25238_at		Knotted-1-like3 (KNAT3)		Transcription regulation

		CUST_30696_PI399408534		-4.273628		-2.0954614		4.273628		down		-1.8025475		-1.6403913		-1.6560993		-1.355073		-0.6650982		-1.3323002		-0.34199524		-0.2367425		0.28844213		0.71429634		0.87851524		0.74370813		1.1935968		1.3864851		1.3299017		1.4596567		1.3083982		1.102788		35_18932		ERF110-like		Transcription regulation

		CUST_499_PI399407379		-4.0122066		-2.004396		4.0122066		down		-1.5825129		-1.7232375		-1.8524258		-0.62970924		-0.8458257		-1.1061597		-0.45860338		-0.34451962		0.007874012		0.99491835		1.1780329		0.8987255		1.3645029		1.2780471		1.5580144		0.86832094		0.5813556		0.782526		HvAAO4		Probable aldehyde oxidase2		Hormone metabolism

		CUST_6933_PI399408534		-3.8580036		-1.9478545		3.8580036		down		-1.1191759		-1.627815		-1.6298366		-0.55684423		-0.5809126		-1.1527243		-0.08488178		-0.12813759		-0.030605316		1.3219762		1.2215691		0.9298916		1.66113		1.5553689		1.8668671		0.8546696		0.6857095		0.52257776		35_16305		Probable aldehyde oxidase2		Hormone metabolism

		CUST_36153_PI403524517		-3.8211355		-1.9340014		3.8211355		down		-1.5103073		-0.66802406		-1.124753		-1.1023312		-1.324503		-1.4292755		-0.6983013		-0.5349884		-0.5027914		0.79818153		0.9619322		1.0695906		1.092701		1.0866385		1.1042051		0.877203		0.7315483		0.7887373		35_10423		LOG1-like (LONELY GUY)		Hormone biosynthesis 

		CUST_80742_PI403524517		-3.5348086		-1.8216321		3.5348086		down		-0.51224375		-0.22309208		-0.34790134		-0.6459799		-2.0423343		-1.321594		-0.6180382		-0.7735648		-1.3155365		1.140976		1.5653992		1.4690623		0.7562394		1.1004043		0.8492975		0.67733145		0.45298195		0.5827117		35_23158		Vacuolar-sorting receptor 7-like		Protein secretion

		CUST_94824_PI403524517		-3.2397213		-1.6958697		3.2397213		down		-0.66562986		-0.07451725		-0.1691637		-0.7528987		-0.8891487		-1.0628333		-0.38555336		-0.4755745		-0.57688856		0.8351841		0.8259063		1.2494469		1.4287958		1.4582639		1.5939875		1.1114521		0.9067049		0.8008771		35_27102		Predicted protein		No ontology

		CUST_1964_PI399408534		-3.1857624		-1.6716387		3.1857624		down		-0.9835582		-0.27076244		-0.91139317		-0.35383415		-0.83457994		-0.88543177		-0.22090197		-0.41205502		-0.46701765		0.71164036		1.2867298		0.86947346		1.2765789		1.1612682		1.3163071		1.1332779		0.950511		0.9994278		35_23690		GA 20 oxidase 3-like		Hormone metabolism

		CUST_26018_PI399408534		-3.0881116		-1.626725		3.0881116		down		0.1735053		-0.62129116		0.5390234		-1.7497766		-0.8990607		-1.8513124		-1.1685739		-1.3430324		-0.90796804		0.95244694		0.9051285		1.3467836		0.5762186		0.9716053		0.73593044		0.7496395		0.13051844		0.44376707		35_7835		bHLH128-like		Transcription regulation

		CUST_11371_PI403524517		-3.0316486		-1.6001025		3.0316486		down		-1.4143267		-0.2018199		-1.0601878		-1.0536981		-0.8420267		-0.997566		-1.4022899		-0.50118756		-0.7692349		0.7901163		0.7989049		1.2859383		0.8808489		0.9174137		0.5965204		0.69845915		0.3433361		-0.15295172		35_3221		Random slug protein 5-like		Transport misc

		CUST_131487_PI403524517		-3.017165		-1.5931935		3.017165		down		-1.0437522		-0.48873425		-0.8638902		-0.90388155		-1.0806017		-1.3042524		-1.0720806		-1.2594349		-0.4984889		0.97857857		1.2168422		1.2516003		0.7832799		0.4965434		0.5302558		0.1585455		0.08449936		0.3234787		35_36927		Predicted protein		No ontology

		CUST_70490_PI403524517		-2.8414912		-1.5066483		2.8414912		down		-0.607749		0.15888882		-1.3067918		-0.41546154		-0.43767262		-0.7960367		-0.037802696		-0.4085865		-0.5078025		0.08326101		1.0151262		0.27538252		1.1886091		1.1806326		1.2652178		1.519804		1.3363934		1.3363934		35_20192		Glutathione S-transferase GSTF1-like		Glutathione S-transferases 

		CUST_178863_PI403524517		-2.753201		-1.46111		2.753201		down		-2.5020776		-1.2258854		-1.7498236		-0.5408397		-0.69437695		-0.90143824		-0.50863504		-0.164433		-0.18602228		0.49487638		0.6014886		0.68938494		0.7474799		0.60516405		0.6253886		0.43743277		0.18578053		0.28946257		35_49749		Cys-rich receptor-like kinase25		No ontology

		CUST_29037_PI399408534		-2.6964386		-1.4310552		2.6964386		down		-0.9089117		-0.20478153		-0.6530695		-0.9095788		-1.0868821		-1.0304914		-0.73680687		-1.0852418		-1.2074976		0.80700684		0.72377014		0.7963896		0.6618366		0.64488983		0.43584728		0.2801447		0.41618824		0.2901621		35_21780		GTP binding protein Rab1A		Signalling.G-proteins

		CUST_81866_PI403524517		-2.6517715		-1.4069564		2.6517715		down		-1.396822		-0.56402826		-0.3244791		-0.876431		-1.0937686		-1.3630247		-1.2250447		-0.72808695		-1.5496387		1.2769723		1.0928907		1.1327991		0.096051216		0.26479053		0.0012321472		0.29927874		-0.11024523		-0.512486		35_23482		Predicted protein		No ontology

		CUST_4582_PI404877155		-2.5967774		-1.3767223		2.5967774		down		-0.8914819		-0.24135685		-0.42485237		-0.7147746		-0.73091745		-0.8217478		-0.9101486		-0.9565153		-1.160079		0.71611595		0.6867981		0.65311337		0.5961027		0.67561245		0.7085829		0.377882		0.65531445		0.46910477		Contig15661_at		GTP-binding protein RAB1C		Signalling.G-proteins

		CUST_8172_PI404877155		-2.5952315		-1.3758633		2.5952315		down		-0.8260665		-0.29020596		-0.76046324		-0.68099403		-1.1582828		-1.2886524		-1.2839918		-1.1724916		-1.061635		0.5611563		0.5271425		0.5020075		0.40655518		0.4778862		0.41457272		0.31716537		0.40785694		0.24564362		Contig24094_at		Sugar transport protein		Transporter sugars

		CUST_95462_PI403524517		-2.5518224		-1.3515279		2.5518224		down		-0.89888144		-0.27404404		-0.70838785		-0.8061123		-0.9607825		-1.3853574		-1.2562666		-1.1617179		-1.0966878		0.4402256		0.53690434		0.5127239		0.2993574		0.49485016		0.51697826		0.32884598		0.2581072		0.22752094		35_27283		Sugar transport protein 5-like		Transporter sugars

		CUST_73981_PI403524517		-2.4595835		-1.298414		2.4595835		down		-0.8661766		-0.34620953		-0.4873867		-0.8500166		-1.0382719		-1.3615971		-1.3310833		-1.5732698		-1.8331976		0.33731747		0.36708546		0.24506664		0.13104057		0.27235317		0.32813644		0.13859272		0.10560417		0.07332039		35_21218		Predicted protein		No ontology

		CUST_138014_PI403524517		-2.2626746		-1.1780291		2.2626746		down		0.27214336		-0.053277016		0.34541893		-0.6762371		-0.2872181		-0.8408313		-0.51689816		-0.6151619		-0.4449749		0.5199213		0.89657116		0.49022007		0.41670036		1.6917934		0.68142796		0.9902859		0.9983244		1.0999804		35_38706		Predicted protein		No ontology

		CUST_18816_PI403524517		-2.2509742		-1.1705495		2.2509742		down		-0.5257492		-0.6851387		-0.0034427643		-1.105051		-1.0853391		-1.1163235		-1.3532147		-0.98606586		-0.8689337		0.003443718		0.44201756		0.34768772		0.5071955		0.70141125		0.483613		0.21405888		0.026464462		0.079794884		35_5446		Expansin-B11-like		Cell wall.modification

		CUST_44134_PI403524517		-2.16292		-1.1129804		2.16292		down		-1.3168316		-1.0791368		-1.0499024		-0.42849064		-0.7117338		-0.57778025		-0.725348		-0.32684374		-0.56724215		0.15967607		0.22643757		0.47147655		0.525846		0.6077552		0.546258		0.24348211		0.21622562		0.23635674		35_12664		Protein phosphatase2C 21-like		Postranslational modification





Supp. Figure. 1

																						Supplementary Figure 1. Micro array heat maps of MHOR 318 and MHOR 345, respective wild types AD (Ackermann’s Donaria) and HH (Heine’s Haisa).
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