Supplementary Table 1. Genes differentially regulated at least by twofold under 5 mM boric acid treatment. Probe set ID, fold change, regulation, unigenes represented by probe set, and annotations of 168 genes are displayed (C: Control; 5B: 5 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 5B
	Regulation

C vs 5B
	Exemplar 21

Unigene #
	Unigenes

Represented
	UniProt

Accn
	UniProt

Description
	Os
Accn
	Os
Description
	At
Accn
	At
Description

	AFFX-r2-Bs-dap-M_at
	2.070
	down
	53192
	
	
	
	
	
	
	

	AFFX-r2-Bs-dap-3_at
	2.176
	down
	53185
	
	
	
	
	
	
	

	AFFX-r2-Bs-thr-M_s_at
	2.102
	down
	53201
	
	
	
	
	
	
	

	Contig393_at
	2.218
	down
	393
	14210
	P10848
	Alcohol dehydrogenase 3
	Os11g10510.1
	alcohol dehydrogenase 2, putative, expressed
	AT1G77120.1
	ADH1 (ALCOHOL DEHYDROGENASE 1)

	Contig568_s_at
	2.425
	down
	568
	14093, 14103, 38631
	P36183
	Endoplasmin homolog precursor
	Os06g50300.1
	endoplasmin homolog precursor, putative, expressed
	AT4G24190.1
	SHD (SHEPHERD); ATP binding

	Contig1158_x_at
	2.589
	down
	1158
	
	
	
	
	
	
	

	Contig1518_at
	2.350
	down
	1518
	147
	O48998
	Germin-like protein 2
	Os08g08980.1
	germin-like protein subfamily 1 member 7 precursor, putative, expressed
	AT5G39110.1
	germin-like protein, putative

	Contig2260_at
	2.261
	down
	2260
	14876
	Q8LK07
	Histone H1-like protein HON101
	Os04g18090.1
	histone H1, putative, expressed
	AT2G18050.1
	HIS1-3 (HISTONE H1-3); DNA binding

	Contig2279_at
	2.251
	down
	2279
	14998
	Q0DRF7
	Os03g0388900 protein
	Os03g27120.1
	LOL3, putative, expressed
	
	

	Contig2279_s_at
	3.292
	down
	2279
	14998, 15000
	Q0DRF7
	Os03g0388900 protein
	Os03g27120.1
	LOL3, putative, expressed
	AT1G02170.1
	LOL3 (LSD ONE LIKE 3); caspase/ cysteine-type endopeptidase

	Contig3548_at
	2.181
	down
	3548
	15363
	Q84XW5
	O-methyltransferase
	Os11g20090.1
	O-methyltransferase ZRP4, putative, expressed
	AT4G35160.1
	O-methyltransferase family 2 protein

	Contig3787_at
	2.008
	down
	3787
	
	
	
	
	
	
	

	Contig5058_x_at
	5.421
	down
	5058
	16254
	Q8S2Z6
	S-like RNase
	Os09g36680.1
	ribonuclease 3 precursor, putative, expressed
	AT1G14220.1
	ribonuclease T2 family protein

	HK06N02r_at
	2.028
	down
	35102
	39049
	Q10B91
	Expressed protein
	Os03g61150.2
	expressed protein
	
	

	Contig5632_at
	2.515
	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
	3.739
	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
	2.746
	down
	6681
	
	
	
	
	
	
	

	Contig6701_s_at
	2.649
	down
	6701
	15763, 15764, 15765
	
	
	
	
	
	

	Contig7092_at
	2.051
	down
	7092
	
	
	
	
	
	
	

	Contig8896_s_at
	3.248
	down
	8896
	14230
	Q0J238
	Os09g0381400 protein
	Os09g38920.1
	thiol protease SEN102 precursor, putative, expressed
	AT5G50260.1
	cysteine proteinase, putative

	Contig10125_s_at
	3.755
	down
	10125
	4200, 4201
	
	
	
	
	
	

	Contig10600_s_at
	2.072
	down
	10600
	4552
	Q0DSP9
	Os03g0295600 protein
	Os03g18430.1
	ATP binding protein, putative, expressed
	AT5G58520.1
	protein kinase family protein

	Contig34_s_at
	2.354
	down
	34
	904, 4386, 31000
	Q8LLA8
	CI2D
	Os12g36210.1
	subtilisin-chymotrypsin inhibitor CI-1B, putative, expressed
	AT2G38870.1
	protease inhibitor, putative

	Contig12005_at
	2.125
	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

	Contig13114_at
	3.210
	down
	13114
	19942
	Q9FWK4
	Cyanate hydratase
	Os10g33270.1
	cyanate hydratase, putative, expressed
	AT3G23490.1
	CYN (CYANASE); cyanate hydratase

	Contig14143_s_at
	2.243
	down
	14143
	6348, 6349
	Q6K9T4
	Hypothetical protein OJ1124_D06.15
	Os02g58310.1
	expressed protein
	AT3G19900.1
	similar to hypothetical protein [Oryza sativa (japonica cultivar-group)] (GB:BAD22944.1)

	Contig14994_at
	2.002
	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)

	Contig16381_at
	2.181
	down
	16381
	7816
	O81355
	Isoflavone reductase related protein
	Os01g13610.1
	isoflavone reductase homolog IRL, putative, expressed
	AT4G39230.1
	isoflavone reductase, putative

	Contig18390_at
	2.157
	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

	Contig21489_at
	2.007
	down
	21489
	9851
	
	
	Os02g42550.1
	expressed protein
	
	

	Contig25699_at
	2.506
	down
	25699
	4258
	Q6ERE5
	Integral membrane-like protein
	Os09g23300.2
	protein CCC1, putative, expressed
	AT2G01770.1
	VIT1 (VACUOLAR IRON TRANSPORTER 1)

	AF250937_s_at
	2.075
	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

	EBpi01_SQ002_N03_at
	2.009
	down
	29903
	30150
	
	
	
	
	
	

	HV_CEb0009D09r2_at
	2.137
	down
	39999
	43396
	
	
	
	
	
	

	HW09P09u_s_at
	2.273
	down
	47748
	14627
	
	
	
	
	
	

	Contig314_at
	2.115
	up
	314
	14089
	Q10G56
	Ornithine aminotransferase
	Os03g44150.1
	ornithine aminotransferase, putative, expressed
	AT5G46180.1
	delta-OAT (ornithine- delta-aminotransferase); ornithine-oxo-acid transaminase

	Contig538_at
	2.913
	up
	538
	210
	Q41523
	Hypothetical protein
	Os10g34910.1
	secretory protein, putative
	AT2G15220.1
	secretory protein, putative

	Contig1298_at
	7.018
	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
	2.007
	up
	1402
	
	
	
	
	
	
	

	Contig1637_at
	2.028
	up
	1637
	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

	Contig1637_s_at
	3.174
	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

	Contig2243_s_at
	2.114
	up
	2243
	14645
	Q6QAX7
	Hypothetical protein wrsi5-1
	Os01g04040.1
	Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor, putative
	
	

	HD04G07u_s_at
	2.888
	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
	2.857
	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)

	Contig2550_x_at
	2.041
	up
	2550
	774
	O64393
	Wheatwin-2 precursor
	Os11g37950.1
	win2 precursor, putative, expressed
	AT3G04720.1
	PR4 (PATHOGENESIS-RELATED 4)

	Contig2716_s_at
	2.091
	up
	2716
	15437
	Q5G1L6
	Ferritin
	Os12g01530.2
	ferritin-1, chloroplast precursor, putative, expressed
	AT3G56090.1
	ATFER3 (FERRITIN 3); ferric iron binding

	Contig2736_s_at
	2.392
	up
	2736
	15190
	Q0J0G3
	Os09g0511600 protein
	Os09g33680.1
	cyanogenic beta-glucosidase precursor, putative, expressed
	AT1G02850.2
	glycosyl hydrolase family 1 protein

	Contig2787_s_at
	3.702
	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
	2.081
	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

	Contig3017_at
	6.942
	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
	3.042
	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
	3.011
	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
	7.131
	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
	2.366
	up
	3097
	857
	Q9M4C7
	Allene oxide synthase
	Os03g12500.1
	cytochrome P450 74A2, putative, expressed
	AT5G42650.1
	AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding

	Contig3288_x_at
	2.239
	up
	3288
	
	
	
	
	
	
	

	Contig3667_s_at
	2.020
	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
	2.412
	up
	3995
	16218
	Q42831
	Non-symbiotic hemoglobin
	Os03g12510.1
	non-symbiotic hemoglobin 2, putative, expressed
	AT2G16060.1
	AHB1 (ARABIDOPSIS HEMOGLOBIN 1)

	Contig4011_at
	2.179
	up
	4011
	
	
	
	
	
	
	

	Contig4084_at
	2.110
	up
	4084
	14408
	Q5JK10
	Putative transaldolase
	Os01g70170.1
	transaldolase 2, putative, expressed
	AT5G13420.1
	transaldolase, putative

	Contig4111_at
	4.689
	up
	4111
	1097
	Q9SXG1
	Nuclease I
	Os04g55850.1
	nuclease PA3, putative, expressed
	AT4G21585.1
	bifunctional nuclease, putative

	Contig4113_at
	2.957
	up
	4113
	
	
	
	
	
	
	

	Contig4213_at
	2.555
	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

	Contig4271_at
	2.026
	up
	4271
	15962
	Q6ZD80
	Putative P450
	Os08g01450.1
	cytochrome P450 71C4, putative, expressed
	AT3G26210.1
	CYP71B23 (cytochrome P450, family 71, subfamily B, polypeptide 23); oxygen binding

	Contig4273_at
	2.442
	up
	4273
	
	
	
	
	
	
	

	Contig4326_s_at
	2.112
	up
	4326
	15620
	Q9XEN6
	Chitinase IV
	Os04g41680.1
	endochitinase A precursor, putative, expressed
	AT3G54420.1
	ATEP3 (Arabidopsis thaliana chitinase class IV); chitinase

	Contig4632_s_at
	2.099
	up
	4632
	467
	Q8S1V1
	Putative xylanase inhibitor
	Os01g71080.1
	xylanase inhibitor TAXI-IV, putative, expressed
	AT1G03230.1
	extracellular dermal glycoprotein, putative / EDGP, putative

	Contig4928_at
	2.148
	up
	4928
	
	
	
	
	
	
	

	Contig4954_s_at
	2.099
	up
	4954
	1596, 1597, 1598
	Q53RB5
	HAD-superfamily hydrolase, subfamily IA, variant 3, putative
	Os03g49440.1
	phosphatase, putative, expressed
	AT2G32150.1
	haloacid dehalogenase-like hydrolase family protein

	Contig4956_at
	2.243
	up
	4956
	1597
	Q53RB5
	HAD-superfamily hydrolase, subfamily IA, variant 3, putative
	Os03g49440.1
	phosphatase, putative, expressed
	AT2G32150.1
	haloacid dehalogenase-like hydrolase family protein

	Contig5433_at
	2.650
	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

	Contig5554_at
	2.806
	up
	5554
	1997
	Q8SAY9
	Putative hydrolase
	Os03g61360.1
	epoxide hydrolase 2, putative, expressed
	AT4G02340.1
	epoxide hydrolase, putative

	Contig5561_at
	2.069
	up
	5561
	1717
	Q94EF4
	Hypothetical protein P0665A11.8
	Os01g56330.1
	protein kinase, putative, expressed
	AT3G51550.1
	protein kinase family protein

	Contig5838_at
	5.200
	up
	5838
	
	
	
	
	
	
	

	Contig5887_at
	7.662
	up
	5887
	
	
	
	
	
	
	

	Contig5888_at
	2.875
	up
	5888
	6082
	Q8S914
	Alternative oxidase
	Os04g51150.1
	transposon protein, putative, unclassified, expressed
	AT3G22370.1
	AOX1A (alternative oxidase 1A)

	Contig6008_s_at
	2.033
	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
	2.894
	up
	6082
	2460
	Q75GU9
	Putative cellular retinaldehyde-binding protein
	Os03g51430.2
	expressed protein
	AT1G75170.2
	transporter

	Contig6407_s_at
	2.489
	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)

	Contig6412_at
	2.043
	up
	6412
	16667
	P18616
	DNA-directed RNA polymerase II largest subunit
	Os05g05860.1
	DNA-directed RNA polymerase II largest subunit, putative, expressed
	AT4G35800.1
	NRPB1 (RNA POLYMERASE II LARGE SUBUNIT); DNA binding / DNA-directed RNA polymerase

	Contig6541_at
	3.508
	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
	2.395
	up
	6546
	2199
	O82071
	Putative In2.1 protein
	Os03g17480.1
	IN2-1 protein, putative, expressed
	AT5G02790.1
	In2-1 protein, putative

	Contig6682_at
	2.165
	up
	6682
	2807
	Q6ZHE6
	Universal stress protein / early nodulin ENOD18-like
	Os02g53320.1
	USP family protein, putative, expressed
	AT3G03270.2
	universal stress protein (USP) family protein / early nodulin ENOD18 family protein

	Contig7064_s_at
	3.074
	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

	Contig7319_at
	2.066
	up
	7319
	17588
	Q0J0H1
	Os09g0509500 protein
	Os09g33530.2
	acyltransferase/ catalytic, putative, expressed
	AT5G41120.1
	esterase/lipase/thioesterase family protein

	Contig7354_at
	2.449
	up
	7354
	2573
	Q5W745
	Putative NADPH dehydrogenase
	Os05g26660.1
	expressed protein
	AT4G05020.1
	NDB2 (NAD(P)H DEHYDROGENASE B2); disulfide oxidoreductase

	Contig7437_at
	2.190
	up
	7437
	3420
	Q337M4
	Uncharacterized conserved protein
	Os10g32680.1
	expressed protein
	AT1G07040.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G27030.1)

	Contig7443_at
	2.360
	up
	7443
	16616
	Q7F2H9
	P0432B10.9 protein
	Os01g59740.1
	expressed protein
	AT3G08640.1
	alphavirus core protein family

	Contig7887_at
	2.096
	up
	7887
	
	
	
	
	
	
	

	Contig8001_at
	2.027
	up
	8001
	17887
	Q6YUT5
	Putative amino acid transporter A1
	Os02g09810.3
	amino acid transporter-like protein, putative, expressed
	AT3G30390.2
	amino acid transporter family protein

	Contig8369_at
	2.102
	up
	8369
	17276
	Q2TQ34
	Transcription factor AP2D23-like
	Os05g03040.1
	floral homeotic protein APETALA2, putative, expressed
	AT4G36920.1
	AP2 (APETALA 2); transcription factor

	Contig8703_at
	4.081
	up
	8703
	4010
	P17069
	Isocitrate lyase
	Os07g34520.2
	isocitrate lyase, putative, expressed
	AT3G21720.1
	isocitrate lyase, putative

	Contig9764_at
	2.781
	up
	9764
	18683
	Q8LGN6
	Glutathione-S-transferase Cla47
	Os10g38710.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	Contig9986_s_at
	2.393
	up
	9986
	14276
	Q69PB8
	Putative MtN21
	Os09g25770.2
	nodulin-like protein 5NG4, putative, expressed
	AT4G30420.1
	nodulin MtN21 family protein

	Contig10057_at
	17.911
	up
	10057
	4001
	Q43360
	Esterase PIR7B
	Os01g70850.1
	esterase PIR7B, putative, expressed
	AT2G23620.1
	esterase, putative

	Contig10057_s_at
	15.527
	up
	10057
	4001
	Q43360
	Esterase PIR7B
	Os01g70850.1
	esterase PIR7B, putative, expressed
	AT2G23620.1
	esterase, putative

	Contig10115_at
	2.346
	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
	3.128
	up
	10263
	
	
	
	
	
	
	

	Contig10373_at
	2.316
	up
	10373
	4449
	Q40708
	Probable esterase PIR7A
	Os01g70860.1
	esterase PIR7A, putative, expressed
	AT2G23610.1
	esterase, putative

	Contig10441_at
	2.463
	up
	10441
	
	
	
	
	
	
	

	Contig10779_at
	2.203
	up
	10779
	5008
	P93628
	Uroporphyrinogen III methyltransferase
	Os01g44050.1
	siroheme synthase, putative, expressed
	AT5G40850.1
	UPM1 (UROPHORPHYRIN METHYLASE 1); uroporphyrin-III C-methyltransferase

	Contig11149_at
	2.679
	up
	11149
	2947
	Q6K9T9
	Metallo-beta-lactamase-like
	Os02g58260.1
	Zn-dependent hydrolases, including glyoxylases, putative, expressed
	AT4G33540.1
	metallo-beta-lactamase family protein

	Contig11160_at
	2.298
	up
	11160
	4058
	Q01I29
	OSIGBa0106P14.1 protein
	Os04g46280.1
	nudix hydrolase 8, putative, expressed
	AT5G47240.1
	ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase

	Contig11161_s_at
	2.239
	up
	11161
	4058
	Q01I29
	OSIGBa0106P14.1 protein
	Os04g46280.1
	nudix hydrolase 8, putative, expressed
	AT5G47240.1
	ATNUDT8 (Arabidopsis thaliana Nudix hydrolase homolog 8); hydrolase

	Contig11285_at
	2.269
	up
	11285
	4221
	Q0J198
	Os09g0454600 protein
	Os04g37600.1
	phosphate carrier protein, mitochondrial precursor, putative, expressed
	AT5G14040.1
	mitochondrial phosphate transporter

	Contig11330_at
	2.113
	up
	11330
	18954
	Q0JJE0
	Os01g0744300 protein
	Os01g54100.2
	ATP binding protein, putative, expressed
	AT3G03940.1
	protein kinase family protein

	Contig11631_at
	2.091
	up
	11631
	19382
	Q5Z8I6
	Hypothetical protein P0622F03.3
	Os06g47930.1
	expressed protein
	AT1G26620.1
	similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G69360.1); similar to Os03g0758600

	Contig12075_at
	2.044
	up
	12075
	
	
	
	
	
	
	

	Contig12162_at
	2.102
	up
	12162
	5199
	Q0JJE0
	Os01g0744300 protein
	Os01g54100.1
	ATP binding protein, putative, expressed
	AT2G25760.1
	protein kinase family protein

	Contig12286_s_at
	4.334
	up
	12286
	1898
	Q0DBM6
	Os06g0549900 protein
	Os06g35700.1
	reticuline oxidase precursor, putative, expressed
	AT4G20820.1
	FAD-binding domain-containing protein

	Contig12633_at
	3.435
	up
	12633
	
	
	
	
	
	
	

	Contig12776_at
	2.357
	up
	12776
	16367
	Q8RW01
	Glutathione transferase
	Os10g38740.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	Contig13086_s_at
	2.251
	up
	13086
	6186
	Q7XNT3
	OSJNBb0085H11.4 protein
	Os04g27670.1
	terpene synthase 7, putative, expressed
	AT1G70080.1
	terpene synthase/cyclase family protein

	Contig13901_at
	2.709
	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
	2.333
	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

	Contig14199_at
	2.254
	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

	Contig15147_at
	2.232
	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

	Contig15241_at
	2.347
	up
	15241
	
	
	
	
	
	
	

	Contig15259_at
	2.253
	up
	15259
	
	
	
	
	
	
	

	Contig15413_at
	2.213
	up
	15413
	20267
	Q0DUH5
	Os03g0185700 protein
	Os03g08720.1
	agmatine coumaroyltransferase, putative, expressed
	AT5G48930.1
	transferase family protein

	Contig15475_at
	5.087
	up
	15475
	20542
	Q0DBN3
	Os06g0548100 protein
	Os06g35550.1
	retrotransposon protein, putative, Ty1-copia subclass, expressed
	AT1G30760.1
	FAD-binding domain-containing protein

	Contig15560_at
	2.090
	up
	15560
	7890
	Q2R4L5
	Cytochrome P450 71C4
	Os11g28060.1
	cytochrome P450 71C4, putative
	AT3G26310.1
	CYP71B35 (cytochrome P450, family 71, subfamily B, polypeptide 35); oxygen binding

	Contig15561_s_at
	3.617
	up
	15561
	7889, 7890
	Q6ZD80
	Putative P450
	Os08g01510.1
	cytochrome P450 71C4, putative, expressed
	AT4G31500.1
	CYP83B1 (CYTOCHROME P450 MONOOXYGENASE 83B1); oxygen binding

	Contig15798_at
	2.152
	up
	15798
	6913
	
	
	
	
	
	

	Contig16710_at
	2.275
	up
	16710
	
	
	
	
	
	
	

	Contig16935_at
	2.347
	up
	16935
	8054
	Q6ZIU3
	Hypothetical protein OJ1211_G06.10
	Os09g34020.1
	expressed protein
	
	

	HVSMEf0022D18r2_s_at
	2.971
	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

	Contig18961_at
	2.352
	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

	Contig19003_at
	2.356
	up
	19003
	23021
	Q5ZCR3
	Putative salicylic acid-binding protein 2
	Os01g25360.1
	esterase PIR7B, putative
	AT2G23560.1
	hydrolase, alpha/beta fold family protein

	Contig20774_at
	5.303
	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
	2.141
	up
	20974
	
	
	
	
	
	
	

	Contig21256_at
	2.022
	up
	21256
	22197
	
	
	
	
	
	

	Contig21298_at
	2.286
	up
	21298
	
	
	
	
	
	
	

	Contig21904_at
	2.023
	up
	21904
	
	
	
	
	
	
	

	Contig22130_at
	2.355
	up
	22130
	15180
	Q6F365
	Putative beta-ketoacyl synthase
	Os05g49900.1
	fatty acid elongase, putative, expressed
	AT1G04220.1
	beta-ketoacyl-CoA synthase, putative

	Contig22452_at
	2.130
	up
	22452
	10568
	Q0JIT7
	Os01g0778300 protein
	Os05g42360.1
	hypothetical protein
	
	

	Contig22839_at
	2.344
	up
	22839
	
	
	
	
	
	
	

	Contig23823_at
	2.319
	up
	23823
	10624
	Q8S9G9
	C2H2 zinc finger protein
	Os01g62190.1
	PEThy, putative, expressed
	AT2G28710.1
	zinc finger (C2H2 type) family protein

	Contig25479_at
	2.321
	up
	25479
	
	
	
	
	
	
	

	Contig26053_at
	2.474
	up
	26053
	
	
	
	
	
	
	

	Contig639_at
	8.761
	up
	639
	
	
	
	
	
	
	

	Contig11118_at
	2.285
	up
	11118
	19466
	Q6YU35
	Putative B12D protein
	Os07g17330.1
	B12D protein, expressed
	AT3G48140.1
	senescence-associated protein, putative

	Contig25131_at
	2.944
	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)

	Contig25386_at
	2.291
	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
	2.083
	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

	Contig1517_at
	2.051
	up
	1517
	294
	Q6ZCR3
	Putative germin protein type 1
	Os08g08980.1
	germin-like protein subfamily 1 member 7 precursor, putative, expressed
	AT5G38960.1
	germin-like protein, putative

	Contig7886_at
	2.630
	up
	7886
	2813
	O22528
	32 kDa protein
	Os12g09700.1
	jasmonate-induced protein, putative, expressed
	AT1G19715.1
	jacalin lectin family protein

	HVSMEc0003A01f_at
	2.067
	up
	53047
	
	
	
	
	
	
	

	EBem05_SQ003_L06_at
	3.327
	up
	29070
	21394
	Q00445
	Small heat shock protein, chloroplast precursor
	Os03g14180.1
	small heat shock protein, chloroplast precursor, putative, expressed
	AT4G27670.1
	HSP21 (HEAT SHOCK PROTEIN 21)

	EBem10_SQ002_I10_s_at
	2.885
	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

	EBro02_SQ001_G03_s_at
	2.065
	up
	30335
	3491
	Q6Z684
	Putative UDP-glucose glucosyltransferase1
	Os02g51930.1
	cytokinin-O-glucosyltransferase 2, putative, expressed
	AT1G22380.1
	transcription factor/ transferase, transferring glycosyl groups

	EBro08_SQ004_B22_at
	2.130
	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

	HD07M22r_s_at
	4.200
	up
	33622
	14647, 14648, 14649
	Q40036
	Putative protease inhibitor
	Os01g04040.1
	Bowman-Birk type wound-induced proteinase inhibitor WIP1 precursor, putative
	
	

	HF12C18r_at
	2.213
	up
	34199
	10399
	Q01K74
	H0525C06.10 protein
	Os04g35920.2
	smg-4/UPF3 family protein, expressed
	
	

	HO10M16S_at
	2.096
	up
	36240
	24443
	
	
	
	
	
	

	HV_CEb0004O15r2_s_at
	2.138
	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_CEa0009O07r2_s_at
	6.376
	up
	39645
	18289
	
	
	
	
	
	

	HVSMEm0003C15r2_s_at
	3.317
	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

	HVSMEh0081I20r2_s_at
	2.188
	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

	HY07D14u_s_at
	2.187
	up
	48407
	1821
	Q7XN06
	OSJNBb0038F03.5 protein
	Os04g45970.1
	glutamate dehydrogenase 2, putative, expressed
	AT5G07440.1
	GDH2 (GLUTAMATE DEHYDROGENASE 2); oxidoreductase

	HVSMEf0011J01r2_s_at
	2.100
	up
	42394
	18971
	Q851M7
	Putative receptor-like protein kinase
	Os03g62180.3
	ATP binding protein, putative, expressed
	AT1G34300.1
	lectin protein kinase family protein

	HS07I12u_s_at
	2.191
	up
	36914
	17476
	Q10RL6
	FAD binding domain containing protein, expressed
	Os03g05920.1
	monooxygenase, putative, expressed
	AT4G38540.1
	monooxygenase, putative (MO2)

	HT05D14u_s_at
	2.895
	up
	37445
	
	
	
	
	
	
	

	HV09K22u_s_at
	3.914
	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
	3.340
	up
	39273
	43074
	Q0E2P8
	Os02g0222100 protein
	Os02g12900.2
	cysteine synthase, putative, expressed
	AT2G43750.1
	OASB (CYSTEINE SYNTHASE 1)

	HV12F07u_at
	5.199
	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
	2.293
	up
	47336
	14276
	Q69PB8
	Putative MtN21
	Os09g25770.2
	nodulin-like protein 5NG4, putative, expressed
	AT4G30420.1
	nodulin MtN21 family protein

	HW03O22u_s_at
	3.597
	up
	47405
	210
	Q41523
	Hypothetical protein
	Os10g34910.1
	secretory protein, putative
	AT2G15220.1
	secretory protein, putative

	rbaal10h14_at
	5.160
	up
	49624
	
	
	
	
	
	
	


