Supplementary Table 2. Genes differentially regulated at least by twofold under 10 mM boric acid treatment. Probe set ID, fold change, regulation, unigenes represented by probe set, and annotations of 312 genes are displayed (C: Control; 10B: 10 mM B(OH)3 treatment; Accn: Accession number; Os: Oryza sativa, At: Arabidopsis thaliana) (Source: GeneSpringGX 9.0 and HarvEST:Barley, version 1.65, assembly 35).

	Probe Set ID
	Fold change

C vs 10B
	Regulation

C vs 10B
	Exemplar 21

Unigene #
	Unigenes

Represented
	UniProt

Accn
	UniProt

Description
	Os
Accn
	Os
Description
	At
Accn
	At
Description

	Contig393_at
	2.501
	down
	393
	14210
	P10848
	Alcohol dehydrogenase 3
	Os11g10510.1
	alcohol dehydrogenase 2, putative, expressed
	AT1G77120.1
	ADH1 (ALCOHOL DEHYDROGENASE 1)

	Contig568_s_at
	2.539
	down
	568
	14093, 14103, 38631
	P36183
	Endoplasmin homolog precursor
	Os06g50300.1
	endoplasmin homolog precursor, putative, expressed
	AT4G24190.1
	SHD (SHEPHERD); ATP binding

	Contig998_s_at
	2.020
	down
	998
	372
	P27322
	Heat shock cognate 70 kDa protein 2
	Os03g16860.1
	heat shock cognate 70 kDa protein 2, putative, expressed
	AT3G12580.1
	HSP70 (heat shock protein 70); ATP binding

	Contig1017_at
	2.335
	down
	1017
	
	
	
	
	
	
	

	Contig1157_at
	2.800
	down
	1157
	14000
	Q43261
	Histone H2B.3
	Os01g05970.1
	core histone H2A/H2B/H3/H4 family protein, expressed
	AT3G46030.1
	histone H2B, putative

	Contig1158_x_at
	2.084
	down
	1158
	
	
	
	
	
	
	

	Contig1678_s_at
	2.138
	down
	1678
	14314, 14315, 14316, 14320, 14321, 14323
	P32024
	23 kDa jasmonate-induced protein
	Os04g24478.1
	jasmonate-induced protein, putative
	
	

	Contig1684_x_at
	2.376
	down
	1684
	14316
	Q0KKC6
	Hypothetical protein p23k-1
	Os04g24478.1
	jasmonate-induced protein, putative
	
	

	Contig1687_x_at
	2.407
	down
	1687
	
	
	
	
	
	
	

	Contig1894_at
	2.384
	down
	1894
	
	
	
	
	
	
	

	Contig2008_s_at
	2.018
	down
	2008
	14858, 14863
	P12810
	16.9 kDa class I heat shock protein
	Os01g04370.1
	16.9 kDa class I heat shock protein 1, putative, expressed
	AT5G59720.1
	HSP18.2 (HEAT SHOCK PROTEIN 18.2)

	Contig2279_s_at
	2.702
	down
	2279
	14998, 15000
	Q0DRF7
	Os03g0388900 protein
	Os03g27120.1
	LOL3, putative, expressed
	AT1G02170.1
	LOL3 (LSD ONE LIKE 3); caspase/ cysteine-type endopeptidase

	Contig2479_at
	2.317
	down
	2479
	15347
	A0MPJ3
	CBF3A-6.1
	Os09g35030.1
	sbCBF6, putative, expressed
	AT4G25470.1
	CBF2 (FREEZING TOLERANCE QTL 4); DNA binding / transcription factor/ transcriptional activator

	Contig2560_at
	2.431
	down
	2560
	15070
	
	
	
	
	
	

	rbasd24g02_s_at
	2.098
	down
	50932
	575
	Q9AYS8
	1-aminocyclopropane-1-carboxylate oxidase
	Os09g27750.1
	1-aminocyclopropane-1-carboxylate oxidase 1, putative, expressed
	AT1G05010.1
	EFE (ethylene forming enzyme)

	Contig3257_at
	2.320
	down
	3257
	15237, 15239
	Q43493
	Structural protein
	Os01g14850.1
	MFS18 protein precursor, putative, expressed
	AT4G29020.1
	glycine-rich protein

	Contig3496_at
	2.882
	down
	3496
	1273
	Q10NM2
	RNA recognition motif family protein, expressed
	Os03g15890.3
	arginine/serine-rich splicing factor RSP41, putative, expressed
	AT1G07350.1
	transformer serine/arginine-rich ribonucleoprotein, putative

	Contig3514_at
	2.008
	down
	3514
	15676
	Q259Z0
	H0315F07.12 protein
	Os04g54280.1
	retrotransposon protein, putative, unclassified
	AT4G10270.1
	wound-responsive family protein

	Contig3776_s_at
	2.186
	down
	3776
	14970
	Q6S509
	Lipid transfer protein-like protein
	Os03g01300.1
	cortical cell-delineating protein precursor, putative, expressed
	AT4G12480.1
	pEARLI 1; lipid binding

	Contig3875_s_at
	2.014
	down
	3875
	15611, 15612
	Q0J7W9
	Os08g0157600 protein
	Os08g06110.1
	LHY protein, putative, expressed
	AT1G01060.3
	LHY (LATE ELONGATED HYPOCOTYL); DNA binding

	Contig4783_at
	2.203
	down
	4783
	1936
	Q0D867
	Os07g0181000 protein
	Os07g08340.1
	pyruvate kinase isozyme A, chloroplast precursor, putative, expressed
	AT3G22960.1
	pyruvate kinase, putative

	Contig5632_at
	2.834
	down
	5632
	16339
	Q67WJ8
	Putative NOD26-like membrane integral protein
	Os06g12310.1
	aquaporin NIP4.1, putative, expressed
	AT4G10380.1
	NIP5;1/NLM6/NLM8 (NOD26-like intrinsic protein 5;1); boron transporter/ water channel

	Contig5632_s_at
	4.616
	down
	5632
	16339
	Q67WJ8
	Putative NOD26-like membrane integral protein
	Os06g12310.1
	aquaporin NIP4.1, putative, expressed
	AT4G10380.1
	NIP5;1/NLM6/NLM8 (NOD26-like intrinsic protein 5;1); boron transporter/ water channel

	Contig6681_at
	2.687
	down
	6681
	
	
	
	
	
	
	

	Contig6701_s_at
	2.490
	down
	6701
	15763, 15764, 15765
	
	
	
	
	
	

	Contig6799_at
	2.165
	down
	6799
	16543
	Q8H1H7
	Cinnamoyl CoA reductase
	Os09g25150.1
	dihydroflavonol-4-reductase, putative, expressed
	AT1G15950.1
	CCR1 (CINNAMOYL COA REDUCTASE 1)

	Contig7092_at
	2.006
	down
	7092
	
	
	
	
	
	
	

	rbaal15p09_s_at
	2.190
	down
	49653
	17576
	Q5Z845
	Hypothetical protein P0468G03.24
	Os06g48700.1
	expressed protein
	AT4G25870.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G57270.3); similar to Protein of unknown function DUF266

	Contig8031_at
	2.122
	down
	8031
	17399
	Q5Z8V9
	Putative aminolevulinate dehydratase
	Os06g49110.3
	delta-aminolevulinic acid dehydratase, chloroplast precursor, putative, expressed
	AT1G69740.1
	HEMB1; porphobilinogen synthase

	Contig8526_s_at
	2.138
	down
	8526
	18014, 18015, 18017
	Q53Q74
	Ser/Thr protein phosphatase family protein
	Os11g05400.1
	expressed protein
	AT3G52820.1
	ATPAP22/PAP22 (purple acid phosphatase 22); acid phosphatase/ protein serine/threonine phosphatase

	Contig8896_s_at
	3.201
	down
	8896
	14230
	Q0J238
	Os09g0381400 protein
	Os09g38920.1
	thiol protease SEN102 precursor, putative, expressed
	AT5G50260.1
	cysteine proteinase, putative

	Contig9603_at
	2.365
	down
	9603
	
	
	
	
	
	
	

	Contig10029_at
	2.918
	down
	10029
	18565
	Q6K7E9
	Putative 17.8 kDa class II heat shock protein
	Os02g54140.1
	17.5 kDa class II heat shock protein, putative, expressed
	AT1G54050.1
	17.4 kDa class III heat shock protein (HSP17.4-CIII)

	Contig10096_at
	2.025
	down
	10096
	4301
	Q8GZX3
	Hypothetical protein OSJNBa0090O10.10
	Os03g02300.1
	expressed protein
	AT5G58160.1
	actin binding

	Contig10125_s_at
	3.388
	down
	10125
	4200, 4201
	
	
	
	
	
	

	Contig10600_at
	2.287
	down
	10600
	
	
	
	
	
	
	

	Contig10600_s_at
	3.236
	down
	10600
	4552
	Q0DSP9
	Os03g0295600 protein
	Os03g18430.1
	ATP binding protein, putative, expressed
	AT5G58520.1
	protein kinase family protein

	Contig11313_at
	2.020
	down
	11313
	
	
	
	
	
	
	

	Contig11343_at
	2.308
	down
	11343
	
	
	
	
	
	
	

	Contig12005_at
	2.250
	down
	12005
	4162
	A0MAV0
	WRKY transcription factor
	Os09g16510.1
	OsWRKY74 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed
	AT4G11070.2
	WRKY41 (WRKY DNA-binding protein 41); transcription factor

	HV_CEa0010M13r2_s_at
	2.165
	down
	39658
	18387
	Q653T3
	Hypothetical protein B1153E06.42
	Os06g46460.1
	expressed protein
	
	

	Contig14203_s_at
	2.415
	down
	14203
	21558, 21559
	Q9AV76
	Hypothetical protein OSJNBa0006L06.25
	Os10g32930.1
	hypothetical protein
	
	

	Contig14555_s_at
	3.034
	down
	14555
	5438
	Q8RZB5
	Putative pollen allergen Jun o 4
	Os01g72100.1
	polcalcin Jun o 2, putative, expressed
	AT1G24620.1
	polcalcin, putative / calcium-binding pollen allergen, putative

	Contig14994_at
	2.110
	down
	14994
	6935
	Q94HC7
	Hypothetical protein OSJNBb0061I18.8
	Os10g25150.1
	expressed protein
	AT3G14280.1
	similar to hypothetical protein MtrDRAFT_AC157534g12v1 [Medicago truncatula] (GB:ABE86457.1)

	Contig15329_at
	2.042
	down
	15329
	21797
	Q5JLM1
	Probable auxin efflux carrier component 6
	Os01g69070.1
	auxin efflux carrier component 6, putative, expressed
	AT2G01420.2
	auxin transport protein, putative, similar to auxin transport protein PIN7(Arabidopsis thaliana) gi:5817305:gb:AAD52697

	Contig16985_at
	2.040
	down
	16985
	
	
	
	
	
	
	

	Contig18037_at
	2.014
	down
	18037
	8872
	Q9FPB9
	Hypothetical protein P0679C08.32
	Os06g04240.1
	Q-rich domain protein, putative, expressed
	
	

	Contig18390_at
	3.142
	down
	18390
	21072
	Q3I6K1
	DRE binding factor
	Os03g09170.1
	DRE binding factor, putative, expressed
	AT1G78080.1
	RAP2.4 (related to AP2 4); DNA binding / transcription factor

	Contig19029_at
	2.384
	down
	19029
	21231
	Q5I3F2
	Peroxidase 6
	Os02g14430.1
	peroxidase 68 precursor, putative, expressed
	AT5G05340.1
	peroxidase, putative

	Contig21110_at
	2.184
	down
	21110
	10252
	Q6B6Q8
	Transcription factor WRKY69
	Os08g29660.1
	OsWRKY69 - Superfamily of rice TFs having WRKY and zinc finger domains, expressed
	AT4G11070.2
	WRKY41 (WRKY DNA-binding protein 41); transcription factor

	Contig21246_at
	2.262
	down
	21246
	43408
	
	
	
	
	
	

	Contig21251_at
	2.058
	down
	21251
	7556
	Q6AU97
	Putative proton-dependent oligopeptide transporter
	Os05g33960.1
	peptide transporter PTR2, putative, expressed
	AT1G68570.1
	proton-dependent oligopeptide transport (POT) family protein

	Contig23773_at
	2.174
	down
	23773
	12387
	Q7G8Y5
	Glutaredoxin-C1 precursor
	Os01g27140.1
	glutaredoxin, putative, expressed
	AT5G18600.1
	glutaredoxin family protein

	Contig24709_at
	2.176
	down
	24709
	26410
	Q5JLH3
	Hypothetical protein OJ1619_F12.2
	Os01g34790.1
	expressed protein
	
	

	Contig25725_at
	2.186
	down
	25725
	9925
	Q2QN11
	Eukaryotic aspartyl protease family protein
	Os12g39360.1
	aspartic proteinase nepenthesin-1 precursor, putative, expressed
	AT2G03200.1
	aspartyl protease family protein

	Contig26105_at
	2.041
	down
	26105
	27908
	
	
	Os01g19420.1
	expressed protein
	
	

	Contig20404_at
	2.063
	down
	20404
	13675
	Q1T5X1
	Hypothetical protein
	Os08g44000.1
	expressed protein
	AT4G35250.1
	vestitone reductase-related

	AF250937_s_at
	2.109
	down
	26676
	147
	O48998
	Germin-like protein 2
	Os08g08980.1
	germin-like protein subfamily 1 member 7 precursor, putative, expressed
	AT5G39110.1
	germin-like protein, putative

	bah36j17_s_at
	2.463
	down
	27839
	
	
	
	
	
	
	

	EBro03_SQ004_E10_at
	2.109
	down
	30628
	575
	Q9AYS8
	1-aminocyclopropane-1-carboxylate oxidase
	Os09g27750.1
	1-aminocyclopropane-1-carboxylate oxidase 1, putative, expressed
	AT1G05010.1
	EFE (ethylene forming enzyme)

	HB18O02r_at
	2.090
	down
	32746
	37107
	
	
	
	
	
	

	HT04E01r_at
	2.137
	down
	37409
	
	
	
	
	
	
	

	S0000700012G10F2_at
	2.006
	down
	51450
	49618
	Q6H3Y0
	Glycine-rich protein GRP22-like
	Os02g43540.1
	glycine-rich cell wall structural protein 2 precursor, putative, expressed
	AT5G61030.1
	GR-RBP3 (glycine-rich RNA-binding protein 3); RNA binding

	HV_CEb0009D09r2_at
	3.019
	down
	39999
	43396
	
	
	
	
	
	

	HS08B06u_at
	2.280
	down
	36953
	
	
	
	
	
	
	

	HW09P09u_s_at
	2.788
	down
	47748
	14627
	
	
	
	
	
	

	rbaal35o24_at
	2.338
	down
	49772
	48033
	Q8H7Y6
	Putative heat shock protein
	Os03g06630.2
	heat shock factor protein 1, putative, expressed
	AT3G22830.1
	AT-HSFA6B (Arabidopsis thaliana heat shock transcription factor A6B); DNA binding / transcription factor

	rbags11o22_at
	2.322
	down
	49836
	
	
	
	
	
	
	

	rbags14a15_s_at
	2.466
	down
	49857
	17399
	Q5Z8V9
	Putative aminolevulinate dehydratase
	Os06g49110.3
	delta-aminolevulinic acid dehydratase, chloroplast precursor, putative, expressed
	AT1G69740.1
	HEMB1; porphobilinogen synthase

	rbags21e24_s_at
	2.010
	down
	49949
	1936
	Q0D867
	Os07g0181000 protein
	Os07g08340.1
	pyruvate kinase isozyme A, chloroplast precursor, putative, expressed
	AT3G22960.1
	pyruvate kinase, putative

	Contig538_at
	3.975
	up
	538
	210
	Q41523
	Hypothetical protein
	Os10g34910.1
	secretory protein, putative
	AT2G15220.1
	secretory protein, putative

	Contig553_s_at
	2.221
	up
	553
	14898
	Q94H11
	Putative proline-rich protein
	Os10g05990.1
	proline-rich protein, putative, expressed
	AT1G54215.1
	proline-rich family protein

	Contig1298_at
	9.930
	up
	1298
	14450
	P26301
	Enolase 1
	Os06g04510.1
	enolase 1, putative, expressed
	AT2G36530.1
	LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase

	Contig1402_at
	2.193
	up
	1402
	
	
	
	
	
	
	

	Contig1522_at
	2.503
	up
	1522
	
	
	
	
	
	
	

	Contig1637_s_at
	4.087
	up
	1637
	256, 445
	P15737
	Glucan endo-1,3-beta-glucosidase GII precursor (EC 3.2.1.39)
	Os01g71670.1
	glucan endo-1,3-beta-glucosidase GII precursor, putative, expressed
	AT3G57260.1
	BGL2 (PATHOGENESIS-RELATED PROTEIN 2); glucan 1,3-beta-glucosidase/ hydrolase, hydrolyzing O-glycosyl compounds

	Contig1675_s_at
	2.999
	up
	1675
	14314, 14322
	P32024
	23 kDa jasmonate-induced protein
	Os04g24478.1
	jasmonate-induced protein, putative
	
	

	Contig1795_at
	4.167
	up
	1795
	14224
	Q43210
	Phenylalanine ammonia-lyase
	Os04g43800.1
	phenylalanine ammonia-lyase, putative, expressed
	AT2G37040.1
	PAL1 (PHE AMMONIA LYASE 1); phenylalanine ammonia-lyase

	Contig1802_at
	2.871
	up
	1802
	14238
	Q43210
	Phenylalanine ammonia-lyase
	Os04g43800.1
	phenylalanine ammonia-lyase, putative, expressed
	AT3G53260.1
	PAL2 (phenylalanine ammonia-lyase 2); phenylalanine ammonia-lyase

	Contig2210_at
	2.030
	up
	2210
	704
	P35792
	Pathogenesis-related protein PRB1-2 precursor
	Os01g28500.1
	pathogenesis-related protein PRMS precursor, putative, expressed
	AT2G14610.1
	PR1 (PATHOGENESIS-RELATED GENE 1)

	Contig2243_s_at
	3.446
	up
	2243
	14645
	Q6QAX7
	Hypothetical protein wrsi5-1
	Os01g04040.1
	Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor, putative
	
	

	HD04G07u_s_at
	3.611
	up
	33466
	14647, 14649, 37772
	Q40036
	Putative protease inhibitor
	Os01g04040.1
	Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor, putative
	AT2G03150.1
	EMB1579 (EMBRYO DEFECTIVE 1579); binding

	Contig2248_at
	4.173
	up
	2248
	14831
	Q8RW02
	Glutathione transferase
	Os03g57200.1
	glutathione S-transferase parA, putative, expressed
	AT1G17180.1
	ATGSTU25 (Arabidopsis thaliana Glutathione S-transferase (class tau) 25)

	Contig2249_at
	2.002
	up
	2249
	14832
	Q8RW02
	Glutathione transferase
	Os03g57200.1
	glutathione S-transferase parA, putative, expressed
	AT1G78380.1
	ATGSTU19 (GLUTATHIONE TRANSFERASE 8)

	Contig2550_x_at
	3.530
	up
	2550
	774
	O64393
	Wheatwin-2 precursor
	Os11g37950.1
	win2 precursor, putative, expressed
	AT3G04720.1
	PR4 (PATHOGENESIS-RELATED 4)

	HV11O04r_s_at
	2.057
	up
	39248
	798, 37435
	Q5QFC3
	Glutamine-dependent asparagine synthetase
	Os06g15420.1
	asparagine synthetase, putative, expressed
	AT3G47340.1
	ASN1 (DARK INDUCIBLE 6)

	Contig2642_at
	2.136
	up
	2642
	
	
	
	
	
	
	

	HV12A05u_s_at
	2.053
	up
	39254
	15437, 28021
	Q5G1L6
	Ferritin
	Os12g01530.2
	ferritin-1, chloroplast precursor, putative, expressed
	AT3G56090.1
	ATFER3 (FERRITIN 3); ferric iron binding

	Contig2714_at
	2.138
	up
	2714
	15437
	Q5G1L6
	Ferritin
	Os12g01530.2
	ferritin-1, chloroplast precursor, putative, expressed
	AT3G56090.1
	ATFER3 (FERRITIN 3); ferric iron binding

	Contig2716_s_at
	2.535
	up
	2716
	15437
	Q5G1L6
	Ferritin
	Os12g01530.2
	ferritin-1, chloroplast precursor, putative, expressed
	AT3G56090.1
	ATFER3 (FERRITIN 3); ferric iron binding

	Contig2736_s_at
	2.856
	up
	2736
	15190
	Q0J0G3
	Os09g0511600 protein
	Os09g33680.1
	cyanogenic beta-glucosidase precursor, putative, expressed
	AT1G02850.2
	glycosyl hydrolase family 1 protein

	Contig2787_s_at
	3.947
	up
	2787
	14133, 14141
	Q5MBN2
	Thaumatin-like protein TLP5
	Os12g43490.1
	alpha-amylase/trypsin inhibitor, putative, expressed
	AT4G11650.1
	ATOSM34 (OSMOTIN 34)

	Contig2924_s_at
	2.327
	up
	2924
	958, 959
	Q9FPK6
	Aldehyde dehydrogenase
	Os09g26880.1
	aldehyde dehydrogenase family 7 member A1, putative, expressed
	AT1G54100.2
	aldehyde dehydrogenase, putative / antiquitin, putative, strong similarity to SP:Q41247 Aldehyde dehydrogenase family 7 member A1

	Contig2990_at
	3.176
	up
	2990
	
	
	
	
	
	
	

	Contig2992_s_at
	2.127
	up
	2992
	886
	Q9LEH7
	Chitinase II
	Os10g39680.1
	acidic endochitinase Q precursor, putative, expressed
	AT3G12500.1
	ATHCHIB (BASIC CHITINASE); chitinase

	Contig3017_at
	19.075
	up
	3017
	15274
	P15290
	Oxalate oxidase GF-2.8 precursor
	Os03g48780.1
	oxalate oxidase 2 precursor, putative, expressed
	AT1G18980.1
	germin-like protein, putative

	Contig3018_at
	6.033
	up
	3018
	15273
	P15290
	Oxalate oxidase GF-2.8 precursor
	Os03g48780.1
	oxalate oxidase 2 precursor, putative, expressed
	AT1G18980.1
	germin-like protein, putative

	Contig3045_at
	3.130
	up
	3045
	13700
	Q6DV71
	Cytochrome P450 CYP709C1
	Os07g23570.1
	cytochrome P450 72A1, putative, expressed
	AT2G46950.1
	CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding

	Contig3047_s_at
	8.154
	up
	3047
	13705
	Q6DV71
	Cytochrome P450 CYP709C1
	Os07g23570.1
	cytochrome P450 72A1, putative, expressed
	AT2G46950.1
	CYP709B2 (cytochrome P450, family 709, subfamily B, polypeptide 2); oxygen binding

	Contig3097_at
	4.376
	up
	3097
	857
	Q9M4C7
	Allene oxide synthase
	Os03g12500.1
	cytochrome P450 74A2, putative, expressed
	AT5G42650.1
	AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding

	Contig3112_at
	2.018
	up
	3112
	15211
	P93613
	Cold acclimation protein WCOR413
	Os03g55850.1
	cold acclimation protein COR413-PM1, putative, expressed
	AT2G15970.1
	COR413-PM1 (cold regulated 413 plasma membrane 1)

	Contig3209_s_at
	2.163
	up
	3209
	15289
	Q70DK2
	Blue copper binding protein
	Os09g39940.1
	blue copper protein precursor, putative, expressed
	AT2G32300.1
	UCC1 (UCLACYANIN 1); copper ion binding

	Contig3288_x_at
	2.233
	up
	3288
	
	
	
	
	
	
	

	Contig3315_s_at
	2.071
	up
	3315
	1119, 1120
	Q6AT93
	Hydrophobic protein LTI6B
	Os05g04700.1
	hydrophobic protein LTI6B, putative, expressed
	AT3G05880.1
	RCI2A (RARE-COLD-INDUCIBLE 2A)

	Contig3667_s_at
	3.559
	up
	3667
	15708, 15709
	Q96464
	GAMyb protein
	Os01g59660.2
	transcription factor GAMYB, putative, expressed
	AT5G06100.2
	ATMYB33/MYB33 (myb domain protein 33); DNA binding / transcription factor

	Contig3995_s_at
	2.979
	up
	3995
	16218
	Q42831
	Non-symbiotic hemoglobin
	Os03g12510.1
	non-symbiotic hemoglobin 2, putative, expressed
	AT2G16060.1
	AHB1 (ARABIDOPSIS HEMOGLOBIN 1)

	Contig4011_at
	2.068
	up
	4011
	
	
	
	
	
	
	

	Contig4084_at
	2.457
	up
	4084
	14408
	Q5JK10
	Putative transaldolase
	Os01g70170.1
	transaldolase 2, putative, expressed
	AT5G13420.1
	transaldolase, putative

	Contig4111_at
	5.084
	up
	4111
	1097
	Q9SXG1
	Nuclease I
	Os04g55850.1
	nuclease PA3, putative, expressed
	AT4G21585.1
	bifunctional nuclease, putative

	Contig4113_at
	2.757
	up
	4113
	
	
	
	
	
	
	

	Contig4213_at
	3.913
	up
	4213
	15954
	Q7XVA8
	Putative ripening-related protein 1 precursor
	Os02g42450.1
	ripening-related protein 2 precursor, putative, expressed
	AT1G16610.2
	SR45 (arginine/serine-rich 45); RNA binding

	Contig4273_at
	3.826
	up
	4273
	
	
	
	
	
	
	

	Contig4326_s_at
	2.729
	up
	4326
	15620
	Q9XEN6
	Chitinase IV
	Os04g41680.1
	endochitinase A precursor, putative, expressed
	AT3G54420.1
	ATEP3 (Arabidopsis thaliana chitinase class IV); chitinase

	Contig4395_at
	2.005
	up
	4395
	15803
	Q8W3M0
	Ethylene-insensitive-3-like protein
	Os03g20790.1
	ETHYLENE-INSENSITIVE3-like 1 protein, putative, expressed
	AT2G27050.1
	EIL1 (ETHYLENE-INSENSITIVE3-LIKE 1); transcription factor

	Contig4632_s_at
	2.128
	up
	4632
	467
	Q8S1V1
	Putative xylanase inhibitor
	Os01g71080.1
	xylanase inhibitor TAXI-IV, putative, expressed
	AT1G03230.1
	extracellular dermal glycoprotein, putative / EDGP, putative

	Contig4812_s_at
	2.068
	up
	4812
	1766, 1768
	Q7XEZ6
	ZIM motif family protein
	Os10g25230.1
	ZIM motif family protein, expressed
	AT5G20900.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G43440.1)

	Contig4928_at
	2.421
	up
	4928
	
	
	
	
	
	
	

	Contig4986_at
	2.512
	up
	4986
	1757
	Q711R0
	Allene oxide cyclase precursor
	Os03g32314.1
	allene oxide cyclase 4, chloroplast precursor, putative, expressed
	AT3G25780.1
	AOC3 (ALLENE OXIDE CYCLASE 3)

	Contig5128_s_at
	2.038
	up
	5128
	15997
	Q01N46
	OSIGBa0123D13.3 protein
	Os04g01230.1
	phosphoglycerate mutase-like protein, putative, expressed
	AT5G64460.4
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G58280.1)

	Contig5303_at
	2.397
	up
	5303
	16352
	Q0J7B6
	Os08g0205800 protein
	Os08g10500.2
	expressed protein
	AT2G32210.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G32190.1)

	Contig5337_at
	2.367
	up
	5337
	2095
	Q0J4W4
	Os08g0485400 protein
	Os08g37874.1
	oxidoreductase, putative, expressed
	AT5G64250.2
	2-nitropropane dioxygenase family / NPD family

	HS06J22u_s_at
	2.450
	up
	36852
	16511, 37502
	Q60ER7
	Hypothetical protein OJ1764_D01.15
	Os05g32630.1
	peroxisomal carrier protein, putative, expressed
	AT3G05290.1
	mitochondrial substrate carrier family protein

	Contig5433_at
	4.105
	up
	5433
	1952
	Q01LN8
	H0813E03.4 protein
	Os04g27060.1
	auxin-induced protein PCNT115, putative, expressed
	AT1G60680.1
	AGD2 (ARF-GAP DOMAIN 2); aldo-keto reductase

	Contig5494_at
	3.218
	up
	5494
	16267
	Q25AL6
	H0212B02.14 protein
	Os04g55720.1
	D-3-phosphoglycerate dehydrogenase, chloroplast precursor, putative, expressed
	AT4G34200.1
	EDA9 (embryo sac development arrest 9); NAD binding / amino acid binding / cofactor binding / oxidoreductase

	Contig5553_at
	2.022
	up
	5553
	1996
	Q8SAY9
	Putative hydrolase
	Os03g61360.1
	epoxide hydrolase 2, putative, expressed
	AT4G02340.1
	epoxide hydrolase, putative

	Contig5554_at
	3.604
	up
	5554
	1997
	Q8SAY9
	Putative hydrolase
	Os03g61360.1
	epoxide hydrolase 2, putative, expressed
	AT4G02340.1
	epoxide hydrolase, putative

	Contig5561_at
	2.070
	up
	5561
	1717
	Q94EF4
	Hypothetical protein P0665A11.8
	Os01g56330.1
	protein kinase, putative, expressed
	AT3G51550.1
	protein kinase family protein

	Contig5648_s_at
	3.266
	up
	5648
	1720
	Q01JK3
	OSIGBa0097P08.2 protein
	Os04g38540.1
	aldose 1-epimerase, putative, expressed
	AT5G15140.1
	aldose 1-epimerase family protein

	Contig5838_at
	8.670
	up
	5838
	
	
	
	
	
	
	

	Contig5879_at
	2.156
	up
	5879
	
	
	
	
	
	
	

	Contig5887_at
	11.033
	up
	5887
	
	
	
	
	
	
	

	Contig5888_at
	3.184
	up
	5888
	6082
	Q8S914
	Alternative oxidase
	Os04g51150.1
	transposon protein, putative, unclassified, expressed
	AT3G22370.1
	AOX1A (alternative oxidase 1A)

	Contig6008_s_at
	2.259
	up
	6008
	2367
	Q9FQA8
	Glutathione S-transferase GST 31
	Os10g38140.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	Contig6082_at
	4.383
	up
	6082
	2460
	Q75GU9
	Putative cellular retinaldehyde-binding protein
	Os03g51430.2
	expressed protein
	AT1G75170.2
	transporter

	Contig6363_at
	2.206
	up
	6363
	17050
	Q7XI29
	Hypothetical protein P0506C07.1
	Os10g28170.1
	conserved hypothetical protein
	AT3G57450.1
	similar to Hypothetical protein [Oryza sativa] (GB:AAM08779.1); similar to Os07g0185900

	Contig6407_s_at
	4.794
	up
	6407
	17044
	Q8H3R5
	Putative indole-3-glycerol phosphate synthase
	Os08g23150.1
	indole-3-glycerol phosphate synthase, chloroplast precursor, putative, expressed
	AT2G04400.1
	indole-3-glycerol phosphate synthase (IGPS)

	Contig6406_at
	2.691
	up
	6406
	17044
	Q8H3R5
	Putative indole-3-glycerol phosphate synthase
	Os08g23150.1
	indole-3-glycerol phosphate synthase, chloroplast precursor, putative, expressed
	AT2G04400.1
	indole-3-glycerol phosphate synthase (IGPS)

	Contig6541_at
	4.530
	up
	6541
	2679
	Q9AQT9
	Putative nuclear protein
	Os05g45450.1
	nuclear protein, putative, expressed
	AT1G29640.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G34340.1); similar to Os05g0518800

	Contig6546_at
	4.505
	up
	6546
	2199
	O82071
	Putative In2.1 protein
	Os03g17480.1
	IN2-1 protein, putative, expressed
	AT5G02790.1
	In2-1 protein, putative

	Contig6733_at
	2.451
	up
	6733
	2751
	Q7XLY2
	OSJNBa0042I15.8 protein
	Os04g33390.1
	P-protein, putative, expressed
	AT3G44720.1
	prephenate dehydratase family protein

	HVSMEa0011E21r2_s_at
	2.132
	up
	40551
	2522
	Q84M80
	Hypothetical protein OSJNBa0059G06.25
	Os03g63940.1
	protein kinase AKINbetagamma-2, putative, expressed
	AT1G09020.1
	SNF4 (Sucrose NonFermenting 4)

	Contig7031_at
	3.017
	up
	7031
	17337
	Q7XMC8
	OSJNBb0018A10.7 protein
	Os04g23550.1
	DNA binding like, putative, expressed
	AT5G57150.1
	basic helix-loop-helix (bHLH) family protein

	Contig7064_s_at
	3.315
	up
	7064
	17195
	Q8GTD2
	Saccharopin dehydrogenase-like protein
	Os02g54254.1
	alpha-aminoadipic semialdehyde synthase, putative, expressed
	AT4G33150.2
	lysine-ketoglutarate reductase/saccharopine dehydrogenase bifunctional enzyme

	Contig7287_at
	2.038
	up
	7287
	3287
	Q9ST03
	Nicotianamine aminotransferase
	Os02g20360.1
	tyrosine aminotransferase, putative, expressed
	AT5G36160.1
	aminotransferase-related

	Contig7319_at
	2.223
	up
	7319
	17588
	Q0J0H1
	Os09g0509500 protein
	Os09g33530.2
	acyltransferase/ catalytic, putative, expressed
	AT5G41120.1
	esterase/lipase/thioesterase family protein

	Contig7354_at
	3.363
	up
	7354
	2573
	Q5W745
	Putative NADPH dehydrogenase
	Os05g26660.1
	expressed protein
	AT4G05020.1
	NDB2 (NAD(P)H DEHYDROGENASE B2); disulfide oxidoreductase

	Contig7415_at
	2.669
	up
	7415
	
	
	
	
	
	
	

	Contig7437_at
	2.433
	up
	7437
	3420
	Q337M4
	Uncharacterized conserved protein, putative, expressed
	Os10g32680.1
	expressed protein
	AT1G07040.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27030.1)

	Contig7443_at
	2.928
	up
	7443
	16616
	Q7F2H9
	P0432B10.9 protein
	Os01g59740.1
	expressed protein
	AT3G08640.1
	alphavirus core protein family

	Contig8605_at
	2.282
	up
	8605
	3458
	Q6YU35
	Putative B12D protein
	Os07g17330.1
	B12D protein, expressed
	AT3G48140.1
	senescence-associated protein, putative

	Contig8605_s_at
	2.030
	up
	8605
	3458
	Q6YU35
	Putative B12D protein
	Os07g17330.1
	B12D protein, expressed
	AT3G48140.1
	senescence-associated protein, putative

	baak20j05_s_at
	2.791
	up
	26800
	17745
	Q0E3T9
	Os02g0154600 protein
	Os03g11590.1
	expressed protein
	AT1G76340.1
	integral membrane family protein

	Contig8703_at
	4.976
	up
	8703
	4010
	P17069
	Isocitrate lyase
	Os07g34520.2
	isocitrate lyase, putative, expressed
	AT3G21720.1
	isocitrate lyase, putative

	Contig9110_at
	2.000
	up
	9110
	
	
	
	
	
	
	

	Contig9248_s_at
	2.052
	up
	9248
	3803
	
	
	
	
	
	

	Contig9632_at
	2.045
	up
	9632
	17582
	Q9FQB7
	Glutathione S-transferase GST 22
	Os10g38160.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	Contig9764_at
	4.301
	up
	9764
	18683
	Q8LGN6
	Glutathione-S-transferase Cla47
	Os10g38710.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	Contig9774_s_at
	2.082
	up
	9774
	3886
	
	
	
	
	
	

	Contig9813_at
	2.185
	up
	9813
	921
	Q6Z7W3
	Putative phi-1
	Os02g52040.1
	phi-1-like phosphate-induced protein, putative, expressed
	AT4G08950.1
	phosphate-responsive protein, putative (EXO)

	Contig9968_at
	2.424
	up
	9968
	19088
	Q941Z0
	Probable NADPH:quinone oxidoreductase 1
	Os01g72430.1
	NADPH quinone oxidoreductase 1, putative, expressed
	AT3G27890.1
	NQR (NADPH:QUINONE OXIDOREDUCTASE); FMN reductase

	Contig9986_s_at
	2.242
	up
	9986
	14276
	Q69PB8
	Putative MtN21
	Os09g25770.2
	nodulin-like protein 5NG4, putative, expressed
	AT4G30420.1
	nodulin MtN21 family protein

	Contig10057_at
	24.088
	up
	10057
	4001
	Q43360
	Esterase PIR7B
	Os01g70850.1
	esterase PIR7B, putative, expressed
	AT2G23620.1
	esterase, putative

	Contig10057_s_at
	24.660
	up
	10057
	4001
	Q43360
	Esterase PIR7B
	Os01g70850.1
	esterase PIR7B, putative, expressed
	AT2G23620.1
	esterase, putative

	Contig10115_at
	3.080
	up
	10115
	18504
	Q6K306
	Putative indole-3-glycerol phosphate synthase
	Os09g08130.2
	indole-3-glycerol phosphate synthase, chloroplast precursor, putative, expressed
	AT5G48220.1
	indole-3-glycerol phosphate synthase, putative

	Contig10263_at
	4.346
	up
	10263
	
	
	
	
	
	
	

	Contig10373_at
	2.572
	up
	10373
	4449
	Q40708
	Probable esterase PIR7A
	Os01g70860.1
	esterase PIR7A, putative, expressed
	AT2G23610.1
	esterase, putative

	Contig10441_at
	4.211
	up
	10441
	
	
	
	
	
	
	

	Contig10649_at
	2.003
	up
	10649
	19018
	Q6K649
	Kelch repeat-containing F-box protein-like
	Os02g30210.2
	SKIP4, putative, expressed
	AT1G67480.1
	kelch repeat-containing F-box family protein

	Contig10718_at
	2.025
	up
	10718
	19338
	Q8S0S6
	Gibberellin 2-oxidase
	Os01g55240.1
	gibberellin 2-beta-dioxygenase, putative, expressed
	AT1G78440.1
	ATGA2OX1 (GIBBERELLIN 2-OXIDASE 1); gibberellin 2-beta-dioxygenase

	Contig10860_at
	2.240
	up
	10860
	18944
	O81385
	Germin-like protein 7
	Os03g58980.1
	germin-like protein subfamily T member 2 precursor, putative, expressed
	AT1G18980.1
	germin-like protein, putative

	Contig10925_at
	2.017
	up
	10925
	5168
	Q2R3B9
	Expressed protein
	Os11g32470.1
	NEF1, putative, expressed
	AT5G13390.1
	NEF1 (NO EXINE FORMATION 1)

	Contig10937_at
	2.021
	up
	10937
	4011
	Q10S72
	AMP-binding enzyme family protein
	Os03g04000.1
	4-coumarate-CoA ligase 1, putative, expressed
	AT1G20510.1
	OPCL1 (OPC-8:0 COA LIGASE1); 4-coumarate-CoA ligase

	Contig10985_at
	2.041
	up
	10985
	
	
	
	
	
	
	

	Contig11064_at
	2.040
	up
	11064
	19328
	Q0E272
	Os02g0266000 protein
	Os02g16630.1
	tryptophan biosynthesis protein trpCF, putative, expressed
	AT1G07780.2
	PAI1 (PHOSPHORIBOSYLANTHRANILATE ISOMERASE 1)

	Contig11149_at
	3.808
	up
	11149
	2947
	Q6K9T9
	Metallo-beta-lactamase-like
	Os02g58260.1
	Zn-dependent hydrolases, including glyoxylases, putative, expressed
	AT4G33540.1
	metallo-beta-lactamase family protein

	Contig11207_at
	2.707
	up
	11207
	
	
	
	
	
	
	

	Contig11285_at
	2.799
	up
	11285
	4221
	Q0J198
	Os09g0454600 protein
	Os04g37600.1
	phosphate carrier protein, mitochondrial precursor, putative, expressed
	AT5G14040.1
	mitochondrial phosphate transporter

	Contig11330_at
	2.221
	up
	11330
	18954
	Q0JJE0
	Os01g0744300 protein
	Os01g54100.2
	ATP binding protein, putative, expressed
	AT3G03940.1
	protein kinase family protein

	Contig11542_at
	2.228
	up
	11542
	19360
	Q0E4K5
	Os02g0114600 protein
	Os02g02350.3
	SKIP4, putative, expressed
	AT3G61350.1
	SKIP4 (SKP1 INTERACTING PARTNER 4)

	Contig11611_at
	2.199
	up
	11611
	5243
	Q7EY70
	Hypothetical protein OSJNBb0032E15.119
	Os08g33110.1
	hypothetical protein
	AT3G28780.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G28840.1); similar to putative lipoprotein

	Contig11623_at
	2.931
	up
	11623
	18460
	Q75PZ8
	Tryptophan decarboxylase
	Os08g04540.1
	aromatic-L-amino-acid decarboxylase, putative, expressed
	AT2G20340.1
	tyrosine decarboxylase, putative

	Contig11709_at
	2.011
	up
	11709
	15431
	Q0E051
	Os02g0578100 protein
	Os02g36830.1
	cytokinin-O-glucosyltransferase 2, putative
	AT1G22360.1
	UDP-glucoronosyl/UDP-glucosyl transferase family protein

	Contig11882_at
	2.073
	up
	11882
	16486
	P08530
	Chloroplast 30S ribosomal protein S8
	Os09g19954.1
	chloroplast 50S ribosomal protein L16, putative
	ATCG00790.1
	chloroplast gene encoding a ribosomal protein L16, which is a constituent of 50S large ribosomal subunit

	Contig11887_at
	2.064
	up
	11887
	
	
	
	
	
	
	

	Contig12075_at
	3.805
	up
	12075
	
	
	
	
	
	
	

	Contig12084_at
	2.067
	up
	12084
	4938
	Q4A2B5
	Putative membrane protein
	Os11g10470.1
	expressed protein
	AT5G11990.1
	proline-rich family protein

	Contig12219_at
	2.588
	up
	12219
	4802
	Q0J6D8
	Os08g0331000 protein
	Os08g24200.1
	expressed protein
	
	

	Contig12237_at
	2.076
	up
	12237
	15751
	Q75GN2
	Hypothetical protein OSJNBa0018K15.7
	Os05g40010.1
	nonspecific lipid-transfer protein precursor, putative, expressed
	AT5G01870.1
	lipid transfer protein, putative

	Contig12286_s_at
	5.058
	up
	12286
	1898
	Q0DBM6
	Os06g0549900 protein
	Os06g35700.1
	reticuline oxidase precursor, putative, expressed
	AT4G20820.1
	FAD-binding domain-containing protein

	Contig12481_at
	2.234
	up
	12481
	
	
	
	
	
	
	

	Contig12633_at
	5.169
	up
	12633
	
	
	
	
	
	
	

	Contig12776_at
	3.096
	up
	12776
	16367
	Q8RW01
	Glutathione transferase
	Os10g38740.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	Contig12776_s_at
	2.588
	up
	12776
	16367
	Q8RW01
	Glutathione transferase
	Os10g38740.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	Contig13086_s_at
	2.235
	up
	13086
	6186
	Q7XNT3
	OSJNBb0085H11.4 protein
	Os04g27670.1
	terpene synthase 7, putative, expressed
	AT1G70080.1
	terpene synthase/cyclase family protein

	Contig13201_at
	2.198
	up
	13201
	5999
	Q2RAB7
	CCT motif family protein
	Os11g05930.4
	CCT motif family protein, expressed
	AT5G60100.1
	APRR3 (PSEUDO-RESPONSE REGULATOR 3); transcription regulator

	Contig13248_at
	2.260
	up
	13248
	
	
	
	
	
	
	

	Contig13821_at
	2.283
	up
	13821
	
	
	
	
	
	
	

	Contig13901_at
	3.877
	up
	13901
	20869
	Q8S703
	Putative glutathione S-transferase
	Os10g38489.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G59670.1
	ATGSTU15 (Arabidopsis thaliana Glutathione S-transferase (class tau) 15)

	Contig13973_at
	2.392
	up
	13973
	6489
	O24180
	Protein kinase
	Os12g02200.1
	CBL-interacting serine/threonine-protein kinase 15, putative, expressed
	AT5G07070.1
	CIPK2 (CBL-INTERACTING PROTEIN KINASE 2); kinase

	Contig14034_at
	2.245
	up
	14034
	
	
	
	
	
	
	

	Contig14199_at
	2.862
	up
	14199
	7222
	Q8LR50
	Lysine decarboxylase-like
	Os01g51210.1
	lysine decarboxylase-like protein, putative, expressed
	AT5G11950.2
	expressed protein, contains Pfam profile PF03641: decarboxylase family protein

	Contig14377_at
	2.208
	up
	14377
	6850
	Q2V8D7
	Glycerophosphoryl diester phosphodisterase
	Os02g31030.1
	glycerophosphodiester phosphodiesterase, putative, expressed
	AT3G02040.1
	SRG3 (SENESCENCE-RELATED GENE 3); glycerophosphodiester phosphodiesterase

	Contig14387_at
	2.076
	up
	14387
	6864
	Q945W9
	Putative glutathione S-transferase OsGSTU9
	Os10g38590.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	Contig14625_at
	2.604
	up
	14625
	7200
	Q6I5K1
	Hypothetical protein OSJNBa0009E21.4
	Os05g38940.1
	hypothetical protein
	
	

	Contig15147_at
	2.770
	up
	15147
	21453
	Q6Z3X5
	Putative 2-oxoglutarate dehydrogenase, E1 subunit
	Os07g49520.1
	2-oxoglutarate dehydrogenase E1 component, mitochondrial precursor, putative, expressed
	AT5G65750.1
	2-oxoglutarate dehydrogenase E1 component, putative / oxoglutarate decarboxylase, putative / alpha-ketoglutaric dehydrogenase

	Contig15150_at
	2.041
	up
	15150
	5423
	Q259Q6
	H0306F12.7 protein
	Os04g58710.1
	peroxisomal-coenzyme A synthetase, putative, expressed
	AT3G48990.1
	AMP-dependent synthetase and ligase family protein

	Contig15241_at
	2.399
	up
	15241
	
	
	
	
	
	
	

	Contig15259_at
	2.011
	up
	15259
	
	
	
	
	
	
	

	Contig15413_at
	2.993
	up
	15413
	20267
	Q0DUH5
	Os03g0185700 protein
	Os03g08720.1
	agmatine coumaroyltransferase, putative, expressed
	AT5G48930.1
	transferase family protein

	Contig15475_at
	5.908
	up
	15475
	20542
	Q0DBN3
	Os06g0548100 protein
	Os06g35550.1
	retrotransposon protein, putative, Ty1-copia subclass, expressed
	AT1G30760.1
	FAD-binding domain-containing protein

	Contig15560_at
	2.375
	up
	15560
	7890
	Q2R4L5
	Cytochrome P450 71C4, putative
	Os11g28060.1
	cytochrome P450 71C4, putative
	AT3G26310.1
	CYP71B35 (cytochrome P450, family 71, subfamily B, polypeptide 35); oxygen binding

	Contig15561_s_at
	3.901
	up
	15561
	7889, 7890
	Q6ZD80
	Putative P450
	Os08g01510.1
	cytochrome P450 71C4, putative, expressed
	AT4G31500.1
	CYP83B1 (CYTOCHROME P450 MONOOXYGENASE 83B1); oxygen binding

	Contig15617_at
	2.200
	up
	15617
	21853
	Q9AXQ1
	CBF1-like protein BCBF1
	Os09g35010.1
	dehydration-responsive element-binding protein 1B, putative, expressed
	AT4G25480.1
	DREB1A (DEHYDRATION RESPONSE ELEMENT B1A); DNA binding / transcription factor/ transcriptional activator

	Contig15798_at
	2.571
	up
	15798
	6913
	
	
	
	
	
	

	Contig15882_s_at
	2.165
	up
	15882
	7769
	Q9M5J1
	Fatty acid alpha-oxidase
	Os12g26290.4
	alpha-DOX2, putative, expressed
	AT1G73680.1
	pathogen-responsive alpha-dioxygenase, putative

	Contig15936_at
	2.120
	up
	15936
	
	
	
	
	
	
	

	Contig16710_at
	2.501
	up
	16710
	
	
	
	
	
	
	

	Contig16935_at
	5.788
	up
	16935
	8054
	Q6ZIU3
	Hypothetical protein OJ1211_G06.10
	Os09g34020.1
	expressed protein
	
	

	Contig17080_at
	2.171
	up
	17080
	6397
	Q2RAT7
	Cytochrome P450 family protein, expressed
	Os12g04100.1
	cytochrome P450 94A2, putative, expressed
	AT3G56630.1
	CYP94D2 (cytochrome P450, family 94, subfamily D, polypeptide 2); oxygen binding

	HVSMEf0022D18r2_s_at
	2.722
	up
	42805
	19167, 19168
	Q8H567
	Protease inhibitor-like protein
	Os07g07930.1
	lipid transfer protein, putative, expressed
	AT3G22600.1
	protease inhibitor/seed storage/lipid transfer protein (LTP) family protein

	Contig17478_at
	2.448
	up
	17478
	20898
	Q67VM1
	Putative Tryptophan synthase beta chain
	Os06g42560.3
	tryptophan synthase beta chain 2, putative, expressed
	AT5G38530.1
	tryptophan synthase-related

	Contig17926_at
	2.379
	up
	17926
	22667
	Q10N23
	Hypothetical protein
	Os03g17670.1
	hypothetical protein
	
	

	Contig18367_at
	2.094
	up
	18367
	23184
	Q9FQ97
	Glutathione S-transferase GST 42
	Os10g38470.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	Contig18961_at
	2.928
	up
	18961
	9620
	Q93WD1
	Spl7 protein
	Os05g45410.1
	heat shock factor, putative, expressed
	AT4G18880.1
	AT-HSFA4A (Arabidopsis thaliana heat shock transcription factor A4A); DNA binding / transcription factor

	Contig19593_at
	3.334
	up
	19593
	9704
	Q0J0M5
	Os09g0493000 protein
	Os09g32000.1
	TMV response-related gene product, putative, expressed
	AT4G37240.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G23690.1)

	Contig20553_at
	2.092
	up
	20553
	18302
	Q8GU84
	PDR-like ABC transporter
	Os11g37700.1
	ATPase, coupled to transmembrane movement of substances, putative, expressed
	AT1G66950.1
	ATPDR11/PDR11 (PLEIOTROPIC DRUG RESISTANCE 11); ATPase, coupled to transmembrane movement of substances

	Contig20556_at
	2.066
	up
	20556
	7502
	Q2QQ54
	Expressed protein
	Os12g32190.1
	expressed protein
	AT5G15430.1
	calmodulin-binding protein-related

	Contig20755_at
	5.974
	up
	20755
	22570
	
	
	
	
	
	

	Contig20774_at
	6.899
	up
	20774
	22448
	Q7FMW3
	MDR-like ABC transporter
	Os01g50160.1
	multidrug resistance protein 8, putative, expressed
	AT3G62150.1
	PGP21 (P-GLYCOPROTEIN 21); ATPase, coupled to transmembrane movement of substances

	Contig20974_at
	2.885
	up
	20974
	
	
	
	
	
	
	

	Contig21059_at
	2.136
	up
	21059
	24552
	Q75KS7
	Putative receptor kinase
	Os05g13770.1
	RNA polymerase Rpb7, N-terminal domain containing protein, expressed
	AT4G02420.1
	lectin protein kinase, putative

	Contig21256_at
	2.294
	up
	21256
	22197
	
	
	
	
	
	

	Contig21298_at
	3.585
	up
	21298
	
	
	
	
	
	
	

	Contig21617_at
	2.119
	up
	21617
	13832
	Q0ITX0
	Os11g0210100 protein
	Os11g10460.1
	peroxidase 43 precursor, putative, expressed
	AT4G25980.1
	cationic peroxidase, putative

	Contig21904_at
	2.058
	up
	21904
	
	
	
	
	
	
	

	Contig22130_at
	3.402
	up
	22130
	15180
	Q6F365
	Putative beta-ketoacyl synthase
	Os05g49900.1
	fatty acid elongase, putative, expressed
	AT1G04220.1
	beta-ketoacyl-CoA synthase, putative

	Contig22452_at
	2.887
	up
	22452
	10568
	Q0JIT7
	Os01g0778300 protein
	Os05g42360.1
	hypothetical protein
	
	

	Contig22839_at
	3.003
	up
	22839
	
	
	
	
	
	
	

	Contig23823_at
	2.117
	up
	23823
	10624
	Q8S9G9
	C2H2 zinc finger protein
	Os01g62190.1
	PEThy, putative, expressed
	AT2G28710.1
	zinc finger (C2H2 type) family protein

	Contig23889_at
	2.044
	up
	23889
	12838
	Q7XVK5
	OSJNBa0069D17.7 protein
	Os04g30490.1
	transparent testa 12 protein, putative, expressed
	AT5G52450.1
	MATE efflux protein-related

	Contig24067_s_at
	2.089
	up
	24067
	5615, 5616
	
	
	
	
	
	

	Contig24068_at
	2.042
	up
	24068
	11573
	Q10RP3
	Expressed protein
	Os03g05700.1
	expressed protein
	AT1G59910.1
	formin homology 2 domain-containing protein / FH2 domain-containing protein

	Contig24175_at
	2.484
	up
	24175
	20471
	Q53WP9
	Putative anion/sugar transporter
	Os05g37820.1
	sialin, putative, expressed
	AT2G38060.1
	transporter-related

	Contig24491_at
	2.201
	up
	24491
	27124
	Q60DX8
	Putative beta-glucosidase
	Os05g30350.1
	non-cyanogenic beta-glucosidase precursor, putative, expressed
	AT1G02850.3
	glycosyl hydrolase family 1 protein

	Contig25479_at
	3.253
	up
	25479
	
	
	
	
	
	
	

	Contig26053_at
	3.276
	up
	26053
	
	
	
	
	
	
	

	Contig639_at
	9.196
	up
	639
	
	
	
	
	
	
	

	Contig4815_at
	2.164
	up
	4815
	1769
	Q7XEZ6
	ZIM motif family protein
	Os10g25230.1
	ZIM motif family protein, expressed
	AT3G43440.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G20900.1)

	Contig10717_at
	2.076
	up
	10717
	19498
	P12940
	Bowman-Birk type trypsin inhibitor
	Os01g03680.1
	Bowman-Birk type bran trypsin inhibitor precursor, putative, expressed
	
	

	Contig11118_at
	3.254
	up
	11118
	19466
	Q6YU35
	Putative B12D protein
	Os07g17330.1
	B12D protein, expressed
	AT3G48140.1
	senescence-associated protein, putative

	Contig11773_at
	2.136
	up
	11773
	4929
	
	
	
	
	
	

	Contig12195_at
	2.367
	up
	12195
	5331
	Q6AVT4
	Expressed protein
	Os03g52370.2
	expressed protein
	
	

	Contig13905_at
	2.193
	up
	13905
	18971
	Q851M7
	Putative receptor-like protein kinase
	Os03g62180.3
	ATP binding protein, putative, expressed
	AT1G34300.1
	lectin protein kinase family protein

	Contig15107_at
	2.558
	up
	15107
	7123
	UPI0000E2473C   
	PREDICTED: hypothetical protein
	
	
	
	

	Contig17030_at
	2.327
	up
	17030
	
	
	
	
	
	
	

	Contig19639_at
	2.124
	up
	19639
	22490
	Q6EUQ1
	Putative leucine-rich repeat transmembrane protein kinase
	Os02g07960.4
	ATP binding protein, putative, expressed
	AT4G03390.1
	leucine-rich repeat transmembrane protein kinase, putative

	Contig20673_at
	2.046
	up
	20673
	6068
	Q9AV45
	Putative phosphate translocator
	Os10g33920.3
	integral membrane protein like, putative, expressed
	AT1G06890.1
	transporter-related

	Contig21062_at
	2.126
	up
	21062
	9550
	Q67W00
	Putative RRM-containing protein
	Os02g51890.1
	RNA-binding region-containing protein 1, putative, expressed
	AT1G78260.1
	RNA recognition motif (RRM)-containing protein

	Contig25131_at
	4.642
	up
	25131
	24375
	Q7XV97
	OSJNBb0039F02.2 protein
	Os04g32480.1
	ZIM motif family protein, expressed
	AT5G13220.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G20900.1); similar to P0482D04.10

	Contig25386_at
	3.506
	up
	25386
	25543
	Q70YJ2
	Putative peptide transporter protein
	Os02g47090.1
	peptide transporter PTR2, putative, expressed
	AT5G01180.1
	proton-dependent oligopeptide transport (POT) family protein

	Contig25476_at
	2.136
	up
	25476
	23362
	Q10R84
	Expressed protein
	Os03g07200.2
	expressed protein
	AT5G39530.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G39520.1); similar to hypothetical protein MtrDRAFT_AC119412g1v1

	Contig25977_at
	2.059
	up
	25977
	12884
	Q9FRF4
	Expressed protein
	Os03g47280.1
	VQ motif family protein, expressed
	
	

	Contig26482_at
	2.584
	up
	26482
	11265
	
	
	Os04g56010.1
	ATP binding protein, putative
	
	

	Contig2212_s_at
	2.813
	up
	2212
	704
	P35792
	Pathogenesis-related protein PRB1-2 precursor
	Os01g28500.1
	pathogenesis-related protein PRMS precursor, putative, expressed
	AT2G14610.1
	PR1 (PATHOGENESIS-RELATED GENE 1)

	Contig7886_at
	2.370
	up
	7886
	2813
	O22528
	32 kDa protein
	Os12g09700.1
	jasmonate-induced protein, putative, expressed
	AT1G19715.1
	jacalin lectin family protein

	Contig14075_at
	2.121
	up
	14075
	4602
	Q94IN0
	P-type ATPase
	Os05g41580.1
	calcium-transporting ATPase 4, plasma membrane-type, putative, expressed
	AT2G41560.1
	ACA4 (AUTO-INHIBITED CA(2+)-ATPASE, ISOFORM 4); calcium-transporting ATPase/ calmodulin binding

	ChlorContig3_at
	3.375
	up
	53032
	
	
	
	
	
	
	

	HVSMEc0003A01f_at
	2.872
	up
	53047
	
	
	
	
	
	
	

	basd23g06_s_at
	2.166
	up
	28409
	1068
	Q942D4
	Putative BURP domain-containing protein
	Os01g53240.1
	dehydration-induced protein RD22-like protein 2, putative, expressed
	AT5G25610.1
	RD22 (RESPONSIVE TO DESSICATION 22)

	EBem10_SQ002_I10_s_at
	4.386
	up
	29452
	15708, 15709
	Q96464
	GAMyb protein
	Os01g59660.2
	transcription factor GAMYB, putative, expressed
	AT5G06100.2
	ATMYB33/MYB33 (myb domain protein 33); DNA binding / transcription factor

	EBem10_SQ004_D16_at
	2.110
	up
	29479
	
	
	
	
	
	
	

	EBro02_SQ006_L04_at
	2.509
	up
	30489
	
	
	
	
	
	
	

	EBro02_SQ006_L04_x_at
	2.480
	up
	30489
	
	
	
	
	
	
	

	EBro08_SQ004_B22_at
	3.777
	up
	31087
	27398
	Q2V064
	Cytochrome P450
	Os01g43774.1
	cytochrome P450 72A1, putative, expressed
	AT3G14690.1
	CYP72A15 (cytochrome P450, family 72, subfamily A, polypeptide 15); oxygen binding

	HB20B10r_at
	2.470
	up
	32776
	25050
	
	
	
	
	
	

	HD04H12r_at
	2.111
	up
	33474
	
	
	
	
	
	
	

	HD07M22r_s_at
	5.772
	up
	33622
	14647, 14648, 14649
	Q40036
	Putative protease inhibitor
	Os01g04040.1
	Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor, putative
	
	

	HF12C18r_at
	2.520
	up
	34199
	10399
	Q01K74
	H0525C06.10 protein
	Os04g35920.2
	smg-4/UPF3 family protein, expressed
	
	

	HM07L17r_at
	2.020
	up
	35347
	26278
	Q4U0D4
	NAC domain transcription factor
	
	
	
	

	HO10M16S_at
	4.345
	up
	36240
	24443
	
	
	
	
	
	

	HO15C14S_s_at
	2.138
	up
	36562
	4480
	Q7XML5
	OSJNBa0040D17.13 protein
	Os04g11820.1
	ABC transporter-like protein, putative, expressed
	AT1G53390.1
	ATPase, coupled to transmembrane movement of substances

	HV_CEb0001D02r2_at
	2.552
	up
	39857
	43322
	Q8RUF2
	Regulatory protein-like
	Os01g69190.1
	regulatory protein, putative, expressed
	AT4G15970.1
	Identical to Hypothetical protein At4g15970 [Arabidopsis Thaliana] (GB:P0C042;GB:O23446)

	HV_CEb0004O15r2_s_at
	4.078
	up
	39931
	23184, 43362
	Q9FQ97
	Glutathione S-transferase GST 42
	Os10g38470.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	HV_CEb0020D05r2_s_at
	2.760
	up
	40213
	1757
	Q711R0
	Allene oxide cyclase precursor
	Os03g32314.1
	allene oxide cyclase 4, chloroplast precursor, putative, expressed
	AT3G25780.1
	AOC3 (ALLENE OXIDE CYCLASE 3)

	HV_CEb0022J21r2_at
	2.501
	up
	40262
	43509
	Q7XNU7
	OSJNba0093F12.11 protein
	Os04g50940.2
	peptide transporter PTR2, putative, expressed
	AT2G02040.1
	ATPTR2-B (NITRATE TRANSPORTER 1); transporter

	HV_CEa0009O07r2_s_at
	7.739
	up
	39645
	18289
	
	
	
	
	
	

	HVSMEm0003C15r2_s_at
	3.759
	up
	45386
	256
	P15737
	Glucan endo-1,3-beta-glucosidase GII precursor (EC 3.2.1.39)
	Os01g71340.1
	glucan endo-1,3-beta-glucosidase, acidic isoform precursor, putative, expressed
	AT5G55180.1
	glycosyl hydrolase family 17 protein

	HVSMEa0007I03r2_at
	3.774
	up
	40473
	43599
	Q7XJ26
	Iron/ascorbate-dependent oxidoreductase
	Os02g17940.6
	leucoanthocyanidin dioxygenase, putative, expressed
	AT5G20400.1
	oxidoreductase, 2OG-Fe(II) oxygenase family protein

	HVSMEa0011L14r2_s_at
	2.397
	up
	40568
	15891
	Q6EQX0
	Putative glutathione transferase
	Os02g21460.1
	glutathione S-transferase, C-terminal-like, putative, expressed
	AT4G19880.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G45020.1); similar to Glutathione S-transferase

	HVSMEb0011I17r2_s_at
	2.304
	up
	41186
	1770
	Q7XEZ6
	ZIM motif family protein
	Os10g25230.1
	ZIM motif family protein, expressed
	AT3G43440.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G20900.1); similar to ZIM motif family protein, expressed [Oryza sativa]

	HVSMEh0081I20r2_s_at
	2.426
	up
	43432
	1107, 49179
	Q6ERW5
	Putative cinnamyl alcohol dehydrogenase
	Os09g23560.1
	mannitol dehydrogenase, putative, expressed
	AT4G37980.1
	ELI3-1 (ELICITOR-ACTIVATED GENE 3); oxidoreductase/ zinc ion binding

	HVSMEi0001G22r2_s_at
	2.175
	up
	43739
	5168
	Q2R3B9
	Expressed protein
	Os11g32470.1
	NEF1, putative, expressed
	AT5G13390.1
	NEF1 (NO EXINE FORMATION 1)

	HVSMEi0019L06r2_at
	2.218
	up
	44144
	9071
	Q2QNU8
	Expressed protein
	Os12g36680.1
	expressed protein
	
	

	HY08G17u_s_at
	2.069
	up
	48456
	
	
	
	
	
	
	

	HY07D14u_s_at
	2.416
	up
	48407
	1821
	Q7XN06
	OSJNBb0038F03.5 protein
	Os04g45970.1
	glutamate dehydrogenase 2, putative, expressed
	AT5G07440.1
	GDH2 (GLUTAMATE DEHYDROGENASE 2); oxidoreductase

	HY07P02u_at
	2.361
	up
	48443
	6391
	Q0KIX3
	Anthranilate synthase alpha 2 subunit
	Os03g15780.1
	anthranilate synthase component I-1, chloroplast precursor, putative, expressed
	AT5G05730.1
	ASA1 (ANTHRANILATE SYNTHASE ALPHA SUBUNIT 1)

	HVSMEk0012J02r2_at
	2.071
	up
	44476
	45500
	Q94JD7
	Putative PrMC3
	Os01g06060.1
	gibberellin receptor GID1L2, putative, expressed
	AT5G06570.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G16080.1); similar to CXE carboxylesterase [Actinidia deliciosa]

	HVSMEf0011J01r2_s_at
	2.296
	up
	42394
	18971
	Q851M7
	Putative receptor-like protein kinase
	Os03g62180.3
	ATP binding protein, putative, expressed
	AT1G34300.1
	lectin protein kinase family protein

	HVSMEf0021N07r2_at
	2.033
	up
	42788
	
	
	
	
	
	
	

	HS07I12u_s_at
	3.857
	up
	36914
	17476
	Q10RL6
	FAD binding domain containing protein, expressed
	Os03g05920.1
	monooxygenase, putative, expressed
	AT4G38540.1
	monooxygenase, putative (MO2)

	HT05D14u_s_at
	2.831
	up
	37445
	
	
	
	
	
	
	

	HV09K22u_s_at
	5.838
	up
	39109
	15954
	Q7XVA8
	Putative ripening-related protein 1 precursor
	Os02g42450.1
	ripening-related protein 2 precursor, putative, expressed
	AT1G16610.2
	SR45 (arginine/serine-rich 45); RNA binding

	HV12E23u_at
	6.019
	up
	39273
	43074
	Q0E2P8
	Os02g0222100 protein
	Os02g12900.2
	cysteine synthase, putative, expressed
	AT2G43750.1
	OASB (CYSTEINE SYNTHASE 1)

	HV12F07u_at
	5.965
	up
	39276
	23221
	Q67U54
	Plant viral-response family protein-like
	Os09g27260.1
	TMV response-related gene product, putative, expressed
	AT1G55230.1
	 similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G55240.1); similar to Os09g0444900

	HW02O09u_s_at
	2.753
	up
	47336
	14276
	Q69PB8
	Putative MtN21
	Os09g25770.2
	nodulin-like protein 5NG4, putative, expressed
	AT4G30420.1
	nodulin MtN21 family protein

	HW03F09u_at
	2.012
	up
	47363
	
	
	
	
	
	
	

	HW03O22u_s_at
	4.833
	up
	47405
	210
	Q41523
	Hypothetical protein
	Os10g34910.1
	secretory protein, putative
	AT2G15220.1
	secretory protein, putative

	HR01G01r_at
	2.162
	up
	36660
	13437
	Q6H3Z7
	Putative cytochrome b5
	Os02g43360.1
	cytochrome b5, putative, expressed
	AT5G48810.1
	ATB5-B (Cytochrome b5 B)

	HV_CEb0020C01r2_at
	2.432
	up
	40209
	22419
	Q8H7W6
	Hypothetical protein OSJNBa0064E16.11
	Os03g09880.1
	AIR12, putative, expressed
	AT5G47530.1
	auxin-responsive protein, putative

	HVSMEa0014H14r2_s_at
	2.040
	up
	40646
	17582
	Q9FQB7
	Glutathione S-transferase GST 22
	Os10g38160.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	rbaal10h14_at
	5.169
	up
	49624
	
	
	
	
	
	
	

	rbags15p13_s_at
	2.188
	up
	49868
	14317, 14318, 28495, 38618
	P32024
	23 kDa jasmonate-induced protein
	Os04g24478.1
	jasmonate-induced protein, putative
	
	


