Table S2. Proteins identified by MS/MS.
	Spot no. a)
	GI no. b)
	Protein name (Identification number c))
	Score d)
	Pept e)
	MW/pI f)
	Species
	Database g)
	Function

	1
	gi|75225211
	Putative aconitate hydratase (E.C. 4.2.1.3)
	136
	2
	98591/5.67
	Oryza sativa
	All entries
	TCA 1

	5
	gi|115454931
	Similar to Phosphoglucomutase, cytoplasmic 2 (E.C. 5.4.2.2)
	85
	2
	63138/5.40
	Oryza sativa
	All entries
	EMP, PPP 2

	15
	gi|115477815
	Similar to Dihydroxy-acid dehydratase (E.C. 4.2.1.9)
	298
	4
	64237/7.12
	Oryza sativa
	All entries
	Amino acid metabolism 3

	16
	gi|115436320
	Dihydrolipoamide dehydrogenase family protein  (E.C. 1.8.1.4)
	69
	2
	53009/7.21
	Oryza sativa
	All entries
	Amino acid metabolism 4

	17
	gi|115436024
	Superoxide dismutase [Mn] (E.C. 1.5.1.1)
	331
	4
	22634/7.77
	Oryza sativa
	All entries
	Stress/defense response 5

	18
	gi|125542289
	Glutathione S-transferase (E.C. 2.5.1.18)
	208
	2
	25575/6.72
	Oryza sativa
	All entries
	Xenobiotics Metabolism 6, Amino acid metabolism 7

	22
	gi|108862990
	5-methyltetrahydropteroyltriglutamate-homocysteine methyltransferase (E.C. 2.1.1.14)
	352
	4
	79272/7.19
	Oryza sativa
	All entries
	Amino acid metabolism 8

	27
	gi|115111257
	Betaine aldehyde dehydrogenase (E.C. 1.2.1.8)
	188
	2
	55361/5.29
	Oryza sativa
	All entries
	Amino acid metabolism 9

	33
	gi|3868754
	Catalase (E.C. 1.11.1.6)
	147
	2
	57052/6.49
	Oryza sativa
	All entries
	Stress/defense response 10

	36
	gi|115465569
	Ketol-acid reductoisomerase (E.C. 1.1.1.86)
	256
	4
	62680/6.01
	Oryza sativa
	All entries
	Amino acid metabolism 11

	39
	gi|115482382
	Mitochondrial chaperonin-60
	204
	4
	61097/5.71
	Oryza sativa
	All entries
	Protein folding 12

	41
	gi|780372
	Enolase (E.C. 4.2.1.11)
	386
	5
	48299/5.42
	Oryza sativa
	All entries
	EMP 13

	47
	gi|89280711
	ATP synthase F0 subunit 1 (E.C. 3.6.3.14)
	417
	4
	55532/5.85
	Oryza sativa
	All entries
	Oxidative phosphorylation 14

	48
	gi|89280711
	ATP synthase F0 subunit 1 (E.C. 3.6.3.14)
	264
	3
	55532/5.85
	Oryza sativa
	All entries
	Oxidative phosphorylation 14

	51
	gi|12957707
	Putative inosine monophosphate dehydrogenase (E.C. 1.1.1.205)
	53
	2
	52851/6.03
	Oryza sativa
	All entries
	Nucleotide Metabolism 15

	52
	gi|11263
	ATPase subunit (E.C. 3.6.3.-)
	110
	2
	55306/5.69
	Beta vulgaris subsp
	All entries
	Oxidative phosphorylation 14

	58
	gi|14018051
	Putative alanine aminotransferase (E.C. 2.6.1.2)
	141
	3
	53229/6.23
	Oryza sativa
	All entries
	Amino acid metabolism 16

	60
	gi|3925239
	6-phosphogluconate dehydrogenase isoenzyme A (E.C. 1.1.1.44)
	85
	2
	19147/5.24
	Zea mays
	All entries
	PPP 17

	66
	gi|14018051
	Putative alanine aminotransferase (E.C. 2.6.1.2)
	210
	4
	53229/6.23
	Oryza sativa
	All entries
	Amino acid metabolism 16

	78
	gi|38637314
	Putative GTP-binding protein
	170
	3
	44704/6.30
	Oryza sativa
	All entries
	Signal transduction 18

	79
	gi|115450835
	Phosphoserine aminotransferase, chloroplast precursor (E.C. 2.6.1.52)
	98
	2
	45302/8.53
	Oryza sativa
	All entries
	Amino acid metabolism 19

	83
	gi|114386664
	Phosphoglycerate kinase (E.C. 2.7.2.3)
	103
	2
	42224/5.64
	Oryza sativa
	All entries
	EMP 20

	85
	gi|115458044
	Isocitrate lyase and phosphorylmutase family protein (E.C. 4.1.3.1)
	93
	3
	41636/5.66
	Oryza sativa
	All entries
	GAC 21

	86
	gi|2218152
	Type IIIa membrane protein cp-wap13
	89
	2
	40081/6.24
	Vigna unguiculata
	All entries
	Glycan metabolism 22

	88
	gi|38637314
	Putative GTP-binding protein
	122
	2
	44704/6.30
	Oryza sativa
	All entries
	Signal transduction 18

	92
	gi|2218152
	Type IIIa membrane protein cp-wap13
	123
	2
	40081/6.24
	Vigna unguiculata
	All entries
	Glycan metabolism 22

	94
	gi|3646373
	Reversibly glycosylated polypeptide
	193
	3
	40079/8.21
	Oryza sativa
	All entries
	Glycan metabolism 23

	96
	gi|115482534
	Cytosolic malate dehydrogenase (E.C. 1.1.1.40)
	172
	2
	35888/5.75
	Oryza sativa
	All entries
	Pyruvate metabolism 24

	100
	gi|57337458
	Putative malate dehydrogenase (E.C. 1.1.1.37)
	66
	2
	30653/9.04
	Orpinomyces
	Fungi
	TCA 25

	101
	gi|115461739
	11-S plant seed storage protein family protein
	102
	2
	38456/5.81
	Oryza sativa
	All entries
	Storage protein 26

	107
	gi|14192878
	Stress responsive alpha-beta barrel domain protein
	95
	2
	27460/7.07
	Oryza sativa
	All entries
	Stress responsive 27

	113
	gi|54291729
	Putative chitinase
	121
	3
	32757/6.08
	Oryza sativa
	All entries
	Stress/defense response 28

	114
	gi|115463789
	Similar to Fructose-bisphosphate aldolase (E.C. 4.1.2.13)
	139
	2
	36665/6.56
	Oryza sativa
	All entries
	EMP 29

	118
	gi|115457788
	Similar to IN2-2 protein
	128
	2
	38495/6.03
	Oryza sativa
	All entries
	Stress/defense response 30

	124
	gi|5777629
	Peroxidase-like protein (E.C. 1.11.1.-)
	179
	2
	37205/6.08
	Oryza sativa
	All entries
	Stress/defense response 31

	131
	gi|1658313
	Ricin B-related lectin domain containing protein
	168
	2
	39146/7.28
	Oryza sativa
	All entries
	Stress responsive 32

	132
	gi|974447
	Membrane-bound lytic transglycosylase A precursor
	211
	3
	40419/9.04
	Escherichia coli
	All entries
	Glycan metabolism, cell wall recycling 33

	138
	gi|125524074
	Ricin B-related lectin domain containing protein
	90
	2
	30949/6.35
	Oryza sativa
	All entries
	Stress responsive 32

	144
	gi|125527970
	Quinone reductase 2
	289
	3
	21749/5.86
	Oryza sativa
	All entries
	Stress responsive 34

	147
	gi|115474739
	Flavoprotein wrbA
	226
	3
	21576/6.08
	Oryza sativa
	All entries
	Stress responsive 35

	150
	gi|538430
	Superoxide dismutase (E.C. 1.5.1.1)
	399
	3
	15338/5.71
	Oryza sativa
	All entries
	Stress/defense response 5


Note: a) The numbering corresponds to the 2-DE gel in figure 4. b) GI number in NCBI. c) a unique 4-digit identification number for enzyme identification by the Enzyme Commission (E.C.). d) MASCOT score of MS/MS. e) Number of peptides identified by MS/MS. f) Theoretical molecular weight and pI. g) The used database in the process of MASCOT search. EMP: Embden-Meyerhof pathway. TCA: tricarboxylic acid cycle. GAC: glyoxylic acid cycle. PPP: pentose phosphate pathway.
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