Table A.  Proteins identified in the C. glabrata 2D map

	Gene Name1
	Cg Acc#2
	Cg ORF Product Release Candidate 1#3
	Sc Homolog4
	Description4
	Mr (kDa) 5
	pI5

	ABP1
	950.1
	CAGL-CDS1618.1
	YCR088w
	actin-binding protein
	63.7
	4.51

	ACT1
	4618.1
	CAGL-CDS2867.1
	YFL039c
	actin (UniProt Q9P405)
	42.7
	5.74

	ADH1
	4297.1
	CAGL-CDS3139.1
	YOL086c
	alcohol dehydrogenase I
	37.5
	6.01

	AHP1
	6263.1
	CAGL-CDS4636.1
	YLR109w
	alkyl hydroperoxide reductase
	18.9
	5.28

	ALA1
	5034.1
	CAGL-CDS0502.1
	YOR335c
	alanyl-tRNA synthetase
	107.0
	5.46

	ARO3
	21.1
	CAGL-CDS2962.1
	YDR035w
	2-dehydro-3-deoxyphosphoheptonate aldolase, phenylalanine-inhibited
	41.2
	5.84

	ASC1
	4835.1
	CAGL-CDS4601.1
	YMR116c
	40S small subunit ribosomal protein
	19.4
	6.95

	ATP2
	7300.1
	CAGL-CDS2034.1
	YJR121w
	F1F0-ATPase complex, F1 beta subunit
	54.2
	5.14

	ATP7
	8759.1
	CAGL-CDS4632.1
	YKL016c
	F1F0-ATPase complex, FO D subunit
	19.9
	6.65

	BMH1/2(A)
	8329.1
	CAGL-CDS4001.1
	YER177w

/YDR099w
	14-3-3 protein involved in rapamycin-sensitive signalling
	28.4
	4.74

	BMH1/2(B)
	4487.1
	CAGL-CDS4006.1
	YER177w

/YDR099w
	14-3-3 protein involved in rapamycin-sensitive signalling
	28.3
	4.86

	CAP2
	1336.1
	CAGL-CDS3827.1
	YIL034c
	F-actin capping protein, beta subunit
	31.0
	4.40

	CCT8
	9413.1
	CAGL-CDS1696.1
	YJL008c
	component of chaperonin-containing T-complex
	61.0
	5.38

	CDC19 (PYK1)
	6300.1
	CAGL-CDS2071.1
	YAL038w
	pyruvate kinase
	54.7
	6.08

	CDC48
	6957.1
	CAGL-CDS0734.1
	YDL126c
	microsomal protein of CDC48/PAS1/SEC18 family of ATPases
	91.1
	4.81

	DOG2
	4699.1
	CAGL-CDS3989.1
	YHR043c
	2-deoxyglucose-6-phosphate phosphatase
	27.5
	4.76

	DYS1
	240.1
	CAGL-CDS2863.1
	YHR068w
	deoxyhypusine synthase
	42.4
	5.22

	EFB1
	621.1
	CAGL-CDS4502.1
	YAL003w
	translation elongation factor eEF1beta
	21.6
	4.34

	EFT2
	1246.1
	CAGL-CDS0703.1
	YDR385w
	elongation factor 2 (UniProt Q9P4S3)
	93.3
	5.88

	END36
	7933.1
	CAGL-CDS3177.1
	YNL084c
	required for endocytosis and cytoskeletal organization
	39.9
	4.80

	ENO1
	8074.1
	CAGL-CDS2501.1
	YGR254w
	enolase I (2-phosphoglycerate dehydratase)
	46.7
	5.76

	EUG1
	5832.1
	CAGL-CDS1882.1
	YDR518w
	protein disulfide isomerase
	60.0
	5.19

	FBA1
	2790.1
	CAGL-CDS3065.1
	YKL060c
	fructose-bisphosphate aldolase
	39.4
	5.49

	FPR1
	3174.1
	CAGL-CDS5258.1
	YNL135c
	peptidyl-prolyl cis-trans isomerase, FK506-binding protein
	12.2
	6.56

	FRDS1
	7396.1
	CAGL-CDS2289.1
	YEL047c
	soluble fumarate reductase, cytoplasmic
	49.6
	5.74

	FRS1
	5757.1
	CAGL-CDS1532.1
	YLR060w
	phenylalanyl-tRNA synthetase, alpha subunit, cytosolic
	67.3
	5.35

	FRS2
	3159.1
	CAGL-CDS2088.1
	YFL022c
	phenylalanine--tRNA ligase beta chain, cytosolic
	56.8
	5.61

	FUR1
	100.1
	CAGL-CDS4286.1
	YHR128w
	uracil phosphoribosyltransferase
	24.5
	5.70

	GLC7
	8723.1
	CAGL-CDS3501.1
	YER133w
	ser/thr phosphoprotein phosphatase 1, catalytic chain
	36.0
	5.50

	GLK1
	3783.1
	CAGL-CDS2099.1
	YCL040w
	aldohexose specific glucokinase
	55.0
	5.38

	GND1
	6084.1
	CAGL-CDS2129.1
	YHR183w
	6-phosphogluconate dehydrogenase
	53.5
	6.16

	GRE2(A)
	5015.1
	CAGL-CDS3141.1
	YOL151w
	methylglyoxal reductase (NADPH-dependent)
	39.1
	5.84

	GRE2(B)
	5023.1
	CAGL-CDS3144.1
	YOL151w
	methylglyoxal reductase (NADPH-dependent)
	39.0
	6.10

	HMT1
	5894.1
	CAGL-CDS3175.1
	YBR034c
	hnRNP arginine N-methyltransferase
	39.8
	5.19

	HPT1
	5703.1
	CAGL-CDS4302.1
	YDR399w
	hypoxanthine guanine phosphoribosyl transferase
	24.6
	5.56

	HXK2
	214.1
	CAGL-CDS2144.1
	YGL253w
	hexokinase B
	53.7
	5.03

	HYP2
	2077.1 =7408.1
	CAGL-CDS4754.1

=CAGL-CDS4759.1
	YEL034w
	translation initiation factor eIF5A
	17.2
	4.91

	ILV5
	805.1
	CAGL-CDS2775.1
	YLR355c
	ketol-acid reducto-isomerase
	44.6
	8.49

	INO1
	1395.1
	CAGL-CDS1849.1
	YJL153c
	myo-inositol-1-phosphate synthase
	60.3
	5.54

	IPP1
	40.1
	CAGL-CDS3706.1
	YBR011c
	inorganic pyrophosphatase, cytoplasmic
	32.3
	4.98

	KAR2
	8662.1
	CAGL-CDS1208.1
	YJL034w
	nuclear fusion protein
	73.3
	4.76

	LYS12
	3576.1
	CAGL-CDS2963.1
	YIL094c
	homo-isocitrate dehydrogenase
	40.4
	6.48

	LYS21
	6962.1
	CAGL-CDS2499.1
	YDL131w
	homocitrate synthase
	48.4
	5.40

	LYS7
	428.1
	CAGL-CDS4090.1
	YMR038c 
	copper chaperone for superoxide dismutase Sod1p
	26.1
	4.96

	LYS9
	966.1
	CAGL-CDS2438.1
	YNR050c
	saccharopine dehydrogenase (NADP+, L-glutamate forming)
	48.9
	5.28

	MET17 (MET25) 6
	8571.1
	CAGL-CDS2464.1
	YLR303w
	O-acetylhomoserine sulfhydrylase
	48.2
	5.85

	MET6
	1313.1
	CAGL-CDS0893.1
	YER091c
	5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase
	85.9
	6.07

	MVD16
	945.1
	CAGL-CDS2792.1
	YNR043w
	mevalonate pyrophosphate decarboxylase
	44.0
	5.51

	NCE103 (NCE3)
	3846.1
	CAGL-CDS4255.1
	YNL036w
	involved in non-classical protein export pathway
	24.7
	5.27

	NPT1
	2765.1
	CAGL-CDS2550.1
	YOR209c
	nicotinate phosphoribosyltransferase
	49.3
	6.29

	OYE26
	2115.1
	CAGL-CDS2762.1
	YHR179w
	NADPH dehydrogenase
	45.2
	5.60

	PDC1
	8048.1
	CAGL-CDS1705.1
	YLR044c
	pyruvate decarboxylase, isozyme 1
	61.9
	5.52

	PFK2
	4184.1
	CAGL-CDS0484.1
	YMR205c
	6-phosphofructokinase, beta subunit
	106.0
	6.17

	PGM2
	5374.4
	CAGL-CDS1678.1
	YMR105c
	phosphoglucomutase
	63.0
	5.41

	PSA1
	4457.1
	CAGL-CDS3067.1
	YDL055c
	mannose-1-phosphate guanyltransferase
	39.6
	6.21

	PUB1
	8815.1
	CAGL-CDS2664.1
	YNL016w
	major polyadenylated RNA-binding protein of nucleus and cytoplasm
	46.8
	4.92

	RHR2
	8458.1
	CAGL-CDS4010.1
	YIL053w
	DL-glycerol phosphatase
	27.9
	5.08

	RPP0
	3888.1
	CAGL-CDS3504.1
	YLR340w
	acidic ribosomal protein L10
	33.6
	4.83

	RPS0A/B
	6582.1
	CAGL-CDS4484.1
	YGR214w

/YLR048w
	40S ribosomal protein p40 homolog 
	21.7
	4.61

	SAM1
	3659.1
	CAGL-CDS2881.1
	YLR180w
	S-adenosylmethionine synthetase 1
	41.7
	5.10

	SCL1
	3321.1
	CAGL-CDS3967.1
	YGL011c
	20S proteasome subunit YC7ALPHA/Y8 (alpha1)
	28.1
	5.87

	SEC28
	6119.1
	CAGL-CDS3645.1
	YIL076w
	epsilon-COP coatomer subunit
	33.0
	4.85

	SEC53
	4610.1
	CAGL-CDS3961.1
	YFL045c
	phosphomannomutase
	29.2
	5.70

	SSA1
	7126.1
	CAGL-CDS1311.1
	YAL005c
	heat shock protein of HSP70 family, cytosolic
	69.5
	4.96

	SSA3
	3625.1
	CAGL-CDS1280.1
	YBL075c
	heat shock protein of HSP70 family, cytosolic
	69.8
	5.06

	SSB2
	4020.1 =4083.1
	CAGL-CDS1430.1

=CAGL-CDS1431.1
	YNL209w
	heat shock protein of HSP70 family (UniProt Q876N3)
	66.4
	5.32

	SSE1
	6125.1
	CAGL-CDS1116.1
	YPL106c
	heat shock protein of HSP70 family
	77.4
	5.03

	THR4
	8785.1
	CAGL-CDS2003.1
	YCR053w
	threonine synthase
	57.5
	5.41

	TIF1+2
	5919.1
	CAGL-CDS2789.1
	YKR059w

+YJL138c
	translation initiation factor eIF4A
	44.8
	4.97

	TIF3
	4344.1
	CAGL-CDS2561.1
	YPR163c
	translation initiation factor eIF4B
	47.4
	4.97

	TIF6
	2254.1
	CAGL-CDS4044.1
	YPR016c
	translation initiation factor 6 (eIF6)
	26.4
	4.52

	TPI1
	160.1
	CAGL-CDS4014.1
	YDR050c
	triose-phosphate isomerase
	26.9
	5.88

	TUB2
	4623.1
	CAGL-CDS2374.1
	YFL037w
	beta-tubulin
	50.6
	4.69

	UBA1
	5182.1
	CAGL-CDS0428.1
	YKL210w
	E1-like (ubiquitin-activating) enzyme
	113.1
	4.87

	URA3
	7340.1
	CAGL-CDS3874.1
	YEL021w
	orotidine 5'-phosphate decarboxylase (UniProt P33283)
	29.1
	6.10

	URA5
	2327.1
	CAGL-CDS4222.1
	YML106w
	orotate phosphoribosyltransferase 1
	24.2
	5.48

	URA7
	1683.1
	CAGL-CDS1623.1
	YBL039c
	CTP synthase 
	64.6
	5.59

	YAL049c
	2361.1
	CAGL-CDS4026.1
	YAL049c
	unknown function
	27.3
	5.13

	YCL026c-b
	3646.1
	CAGL-CDS4496.1
	YCL026c-b
	strong similarity to FRM2 (involved in fatty acid regulation)
	20.7
	6.19

	YDR341c
	2981.1
	CAGL-CDS1473.1
	YDR341c
	arginyl-tRNA synthetase, cytosolic
	69.3
	5.88

	YJL200c
	5713.1
	CAGL-CDS0846.1
	YJL200c
	strong similarity to aconitate hydratase
	85.8
	5.90

	YMR226c
	8829.1
	CAGL-CDS3845.1
	YMR226c
	similarity to ketoreductases
	29.2
	6.14

	YNL134c
	3173.1
	CAGL-CDS2951.1
	YNL134c
	unknown function
	40.8
	6.01

	YNL224c6
	2372.1
	CAGL-CDS0787.1
	YNL224c
	unknown function
	92.6
	5.17

	YOR051c
	4138.1
	CAGL-CDS2741.1
	YOR051c
	unknown function
	45.7
	4.62

	ZPR1
	5150.1
	CAGL-CDS2200.1
	YGR211w
	similarity to M.musculus zinc finger protein ZPR1
	54.2
	4.72


1 Gene names not in bold text are for Saccharomyces cerevisiae proteins having the highest homology by NCBI BLAST2 program (http://www.ebi.ac.uk/blastall/)

2 Accession numbers from the protein fasta file corresponding to C. glabrata sequence assembly #20 provided by Lionel Frangeul, Institut Pasteur

3 Accession numbers from Génolevures C. glabrata ORF product Release Candidate 1 (RC1) database (http://cbi.labri.fr/Genolevures/C_glabrata-Genolevures-rc1.aa)

4 Descriptions of S. cerevisiae homologous proteins taken from CYPD (http://mips.gsf.de/proj/yeast/CYGD/db/index.html) or UniProt (http://www.ebi.ac.uk/uniprot/)

5 Calculated from the C. glabrata RC1 sequence using the ExPASy Compute pI/Mw tool (http://ca.expasy.org/tools/pi_tool.html)

6 Entries in italics are tentative identifications
