Supplementary Table 4. Genes significantly regulated at P < 0.05 level under 10 mM boric acid treatment. Probe set ID, p-value, normalized intensity values, unigenes represented by probe set, and annotations of 61 genes are displayed (C: Control; 5B: 5 mM B(OH)3 treatment; 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
	p-value
	normalized intensities

C   5B   10B
	Exemplar 21

Unigene #
	Unigenes

Represented
	UniProt

Accn
	UniProt

Description
	Os
Accn
	Os
Description
	At
Accn
	At
Description

	Contig1298_at
	0.0002889
	-2.61591
	0.19508
	0.69583
	1298
	14450
	P26301
	Enolase 1
	Os06g04510.1
	enolase 1, putative, expressed
	AT2G36530.1
	LOS2 (Low expression of osmotically responsive genes 1); phosphopyruvate hydratase

	Contig1522_at
	0.0021251
	-0.68235
	0.21482
	0.64131
	1522
	
	
	
	
	
	
	

	Contig1684_x_at
	0.0006570
	1.16294
	0.16630
	-0.08547
	1684
	14316
	Q0KKC6
	Hypothetical protein p23k-1
	Os04g24478.1
	jasmonate-induced protein, putative
	
	

	Contig1687_x_at
	0.0062908
	0.71786
	-0.00082
	-0.54943
	1687
	
	
	
	
	
	
	

	Contig2560_at
	0.0020755
	0.73326
	-0.03170
	-0.54800
	2560
	15070
	
	
	
	
	
	

	Contig2642_at
	0.0029918
	-0.65045
	-0.00689
	0.44437
	2642
	
	
	
	
	
	
	

	Contig2736_s_at
	0.0025282
	-1.18961
	0.06856
	0.32430
	2736
	15190
	Q0J0G3
	Os09g0511600 protein
	Os09g33680.1
	cyanogenic beta-glucosidase precursor, putative, expressed
	AT1G02850.2
	glycosyl hydrolase family 1 protein

	Contig3017_at
	0.0004554
	-2.61400
	0.18144
	1.63961
	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
	0.0000421
	-1.71952
	-0.11442
	0.87332
	3018
	15273
	P15290
	Oxalate oxidase GF-2.8 precursor
	Os03g48780.1
	oxalate oxidase 2 precursor, putative, expressed
	AT1G18980.1
	germin-like protein, putative

	Contig3047_s_at
	0.0001077
	-2.71738
	0.11666
	0.31014
	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
	0.0081660
	-1.21637
	0.02603
	0.91311
	3097
	857
	Q9M4C7
	Allene oxide synthase
	Os03g12500.1
	cytochrome P450 74A2, putative, expressed
	AT5G42650.1
	AOS (ALLENE OXIDE SYNTHASE); hydro-lyase/ oxygen binding

	Contig4395_at
	0.0001192
	-0.67012
	0.05136
	0.33377
	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

	Contig5838_at
	0.0008313
	-1.90660
	0.47192
	1.20945
	5838
	
	
	
	
	
	
	

	Contig5887_at
	0.0004982
	-2.89835
	0.03928
	0.56544
	5887
	
	
	
	
	
	
	

	Contig6407_s_at
	0.0002950
	-1.17185
	0.14387
	1.08926
	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
	0.0051061
	-0.49122
	0.06191
	0.93697
	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)

	HVSMEa0011E21r2_s_at
	0.0009064
	-0.76201
	-0.00154
	0.33019
	40551
	2522
	Q84M80
	Hypothetical protein OSJNBa0059G06.25
	Os03g63940.1
	protein kinase AKINbetagamma-2, putative, expressed
	AT1G09020.1
	SNF4 (Sucrose NonFermenting 4)

	Contig7354_at
	0.0026553
	-1.22200
	0.07036
	0.52788
	7354
	2573
	Q5W745
	Putative NADPH dehydrogenase
	Os05g26660.1
	expressed protein
	AT4G05020.1
	NDB2 (NAD(P)H DEHYDROGENASE B2); disulfide oxidoreductase

	Contig8031_at
	0.0043328
	0.70340
	-0.09589
	-0.38170
	8031
	17399
	Q5Z8V9
	Putative aminolevulinate dehydratase
	Os06g49110.3
	delta-aminolevulinic acid dehydratase, chloroplast precursor, putative, expressed
	AT1G69740.1
	HEMB1; porphobilinogen synthase

	Contig9603_at
	0.0025483
	0.88065
	-0.07432
	-0.36121
	9603
	
	
	
	
	
	
	

	Contig9764_at
	0.0005868
	-1.38599
	0.08950
	0.71865
	9764
	18683
	Q8LGN6
	Glutathione-S-transferase Cla47
	Os10g38710.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	Contig9813_at
	0.0019029
	-0.79139
	0.20190
	0.33598
	9813
	921
	Q6Z7W3
	Putative phi-1
	Os02g52040.1
	phi-1-like phosphate-induced protein, putative, expressed
	AT4G08950.1
	phosphate-responsive protein, putative (EXO)

	Contig10057_at
	0.0000099
	-4.11737
	0.04541
	0.47286
	10057
	4001
	Q43360
	Esterase PIR7B
	Os01g70850.1
	esterase PIR7B, putative, expressed
	AT2G23620.1
	esterase, putative

	Contig10057_s_at
	0.0000111
	-3.88815
	0.06851
	0.73595
	10057
	4001
	Q43360
	Esterase PIR7B
	Os01g70850.1
	esterase PIR7B, putative, expressed
	AT2G23620.1
	esterase, putative

	Contig10649_at
	0.0021645
	-0.74385
	0.09437
	0.25853
	10649
	19018
	Q6K649
	Kelch repeat-containing F-box protein-like
	Os02g30210.2
	SKIP4, putative, expressed
	AT1G67480.1
	kelch repeat-containing F-box family protein

	Contig10860_at
	0.0051070
	-0.64200
	0.11976
	0.52126
	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
	0.0004197
	-0.55023
	0.10647
	0.46199
	10925
	5168
	Q2R3B9
	Expressed protein
	Os11g32470.1
	NEF1, putative, expressed
	AT5G13390.1
	NEF1 (NO EXINE FORMATION 1)

	Contig11285_at
	0.0010120
	-1.15084
	0.03141
	0.33419
	11285
	4221
	Q0J198
	Os09g0454600 protein
	Os04g37600.1
	phosphate carrier protein, mitochondrial precursor, putative, expressed
	AT5G14040.1
	mitochondrial phosphate transporter

	Contig11542_at
	0.0063634
	-0.75784
	0.22523
	0.39772
	11542
	19360
	Q0E4K5
	Os02g0114600 protein
	Os02g02350.3
	SKIP4, putative, expressed
	AT3G61350.1
	SKIP4 (SKP1 INTERACTING PARTNER 4)

	Contig12633_at
	0.0012363
	-1.71989
	0.06023
	0.64997
	12633
	
	
	
	
	
	
	

	Contig13086_s_at
	0.0073593
	-0.91695
	0.25333
	0.24356
	13086
	6186
	Q7XNT3
	OSJNBb0085H11.4 protein
	Os04g27670.1
	terpene synthase 7, putative, expressed
	AT1G70080.1
	terpene synthase/cyclase family protein

	HV_CEa0010M13r2_s_at
	0.0056103
	0.41396
	-0.07506
	-0.70032
	39658
	18387
	Q653T3
	Hypothetical protein B1153E06.42
	Os06g46460.1
	expressed protein
	
	

	Contig15413_at
	0.0020812
	-1.18551
	-0.03939
	0.39629
	15413
	20267
	Q0DUH5
	Os03g0185700 protein
	Os03g08720.1
	agmatine coumaroyltransferase, putative, expressed
	AT5G48930.1
	transferase family protein

	Contig15475_at
	0.0004131
	-2.20823
	0.13860
	0.35456
	15475
	20542
	Q0DBN3
	Os06g0548100 protein
	Os06g35550.1
	retrotransposon protein, putative, Ty1-copia subclass, expressed
	AT1G30760.1
	FAD-binding domain-containing protein

	Contig16710_at
	0.0026807
	-1.13845
	0.04740
	0.18425
	16710
	
	
	
	
	
	
	

	Contig16935_at
	0.0019487
	-1.35821
	-0.12753
	1.17494
	16935
	8054
	Q6ZIU3
	Hypothetical protein OJ1211_G06.10
	Os09g34020.1
	expressed protein
	
	

	Contig19593_at
	0.0007821
	-0.95826
	0.00699
	0.77885
	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)

	Contig20755_at
	0.0022965
	-1.07159
	-0.31442
	1.50712
	20755
	22570
	
	
	
	
	
	

	Contig20774_at
	0.0036803
	-2.20867
	0.19818
	0.57779
	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

	Contig22130_at
	0.0027046
	-1.20840
	0.02745
	0.55800
	22130
	15180
	Q6F365
	Putative beta-ketoacyl synthase
	Os05g49900.1
	fatty acid elongase, putative, expressed
	AT1G04220.1
	beta-ketoacyl-CoA synthase, putative

	Contig24067_s_at
	0.0061393
	-0.77067
	0.21095
	0.29199
	24067
	5615, 5616
	
	
	
	
	
	

	Contig24175_at
	0.0089619
	-0.69346
	0.03530
	0.61918
	24175
	20471
	Q53WP9
	Putative anion/sugar transporter
	Os05g37820.1
	sialin, putative, expressed
	AT2G38060.1
	transporter-related

	Contig24491_at
	0.0056850
	-0.83280
	0.09171
	0.30568
	24491
	27124
	Q60DX8
	Putative beta-glucosidase
	Os05g30350.1
	non-cyanogenic beta-glucosidase precursor, putative, expressed
	AT1G02850.3
	glycosyl hydrolase family 1 protein

	Contig11118_at
	0.0090131
	-1.15787
	0.03427
	0.54451
	11118
	19466
	Q6YU35
	Putative B12D protein
	Os07g17330.1
	B12D protein, expressed
	AT3G48140.1
	senescence-associated protein, putative

	Contig19639_at
	0.0038508
	-0.83517
	0.00489
	0.25142
	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

	Contig25131_at
	0.0007990
	-1.41176
	0.14622
	0.80298
	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

	ChlorContig3_at
	0.0001507
	-0.65032
	-0.13791
	1.10439
	53032
	
	
	
	
	
	
	

	HVSMEc0003A01f_at
	0.0018303
	-1.02246
	0.02487
	0.49941
	53047
	
	
	
	
	
	
	

	EBro02_SQ006_L04_x_at
	0.0020129
	-0.64963
	0.03802
	0.66048
	30489
	
	
	
	
	
	
	

	HB18O02r_at
	0.0005894
	0.87951
	0.06774
	-0.18385
	32746
	37107
	
	
	
	
	
	

	HF12C18r_at
	0.0012814
	-1.22382
	-0.07784
	0.10946
	34199
	10399
	Q01K74
	H0525C06.10 protein
	Os04g35920.2
	smg-4/UPF3 family protein, expressed
	
	

	HO10M16S_at
	0.0024228
	-1.22062
	-0.15330
	0.89887
	36240
	24443
	
	
	
	
	
	

	HV_CEb0001D02r2_at
	0.0054721
	-1.01539
	-0.16307
	0.33649
	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
	0.0003128
	-1.19353
	-0.09698
	0.83426
	39931
	23184, 43362
	Q9FQ97
	Glutathione S-transferase GST 42
	Os10g38470.1
	glutathione S-transferase GSTU6, putative, expressed
	AT1G10360.1
	ATGSTU18 (GLUTATHIONE S-TRANSFERASE 29)

	HVSMEi0001G22r2_s_at
	0.0090843
	-0.57114
	0.01184
	0.54990
	43739
	5168
	Q2R3B9
	Expressed protein
	Os11g32470.1
	NEF1, putative, expressed
	AT5G13390.1
	NEF1 (NO EXINE FORMATION 1)

	HY07P02u_at
	0.0042831
	-0.66423
	0.11178
	0.57500
	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
	0.0036434
	-0.76891
	0.04451
	0.28161
	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
	0.0039389
	-1.06474
	0.00597
	0.13447
	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
	0.0010328
	-1.06461
	0.06679
	0.88290
	36914
	17476
	Q10RL6
	FAD binding domain containing protein, expressed
	Os03g05920.1
	monooxygenase, putative, expressed
	AT4G38540.1
	monooxygenase, putative (MO2)

	HV12F07u_at
	0.0049528
	-2.05869
	0.31954
	0.51791
	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

	rbags14a15_s_at
	0.0096307
	0.80447
	-0.17243
	-0.49772
	49857
	17399
	Q5Z8V9
	Putative aminolevulinate dehydratase
	Os06g49110.3
	delta-aminolevulinic acid dehydratase, chloroplast precursor, putative, expressed
	AT1G69740.1
	HEMB1; porphobilinogen synthase


