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Proteins identified in the Saccharomyces cerevisiae 2D map

	Gene Name
	Description
	Accession #

Swiss-Prot
	Mr1
(kDa)
	pI1

	AAH1
	Adenosine deaminase
	P53909
	39.6
	5.21

	ABP1
	Actin binding protein
	P15891
	65.6
	4.59

	ACT1
	Actin
	P02579
	41.7
	5.44

	ADE1
	Phosphoribosylamidoimidazole-succinocarboxamide synthase
	P27616
	34.5
	5.80

	ADE13
	Adenylosuccinate lyase
	Q05911
	54.5
	6.01

	ADE17
	Bifunctional purine biosynthesis protein ADE17
	P38009
	65.3
	6.12

	ADE3
	C-1-Tetrahydrofolate synthase, cytoplasmic
	P07245
	102
	6.37

	ADE4
	Amidophosphoribosyltransferase
	P04046
	56.7
	5.90

	ADE5,7
	Bifunctional purine biosynthetic protein ADE5,7
	P07244
	86.1
	5.08

	ADE6
	Phosphoribosylformylglycinamidine synthase
	P38972
	149
	5.15

	ADH1
	Alcohol dehydrogenase I
	P00330
	36.7
	6.26

	ADH5
	Alcohol dehydrogenase V
	P38113
	37.6
	5.94

	ADK1
	Adenylate kinase cytosolic
	P07170
	24.2
	5.98

	ADO1
	Putative adenosine kinase
	P47143
	36.4
	4.99

	AFG2
	Strong similarity to CDC48
	P32794
	84.7
	5.49

	AHP1
	Peroxisomal alkyl hydroperoxide reductase
	P38013
	19.1
	5.01

	ALA1
	Alanyl-tRNA synthetase, cytoplasmic
	P40825
	107
	5.36

	ALD4
	Potassium-activated aldehyde dehydrogenase, mitochondrial precursor
	P46367
	56.7
	6.31

	ALD6
	Magnesium-activated aldehyde dehydrogenase, cytosolic
	P54115
	54.3
	5.31

	APA1
	APA1 protein (includes ATP adenylyltransferase; ADP-sulfurylase)
	P16550
	36.4
	4.92

	ARG1
	Argininosuccinate synthase
	P22768
	46.9
	5.53

	ARG5,6
	ARG5,6 protein (contains N-acetyl-gamma- glutamyl-phosphate reductase; acetylglutamate kinase)
	Q01217
	94.9
	8.42

	ARO1
	Pentafunctional AROM polypeptide
	P08566
	175
	5.89

	ARO4
	Phospho-2-dehydro-3-deoxyheptonate aldolase, tyrosine-inhibited
	P32449
	39.7
	6.47

	ARO8
	Aromatic amino acid aminotransferase I
	P53090
	56.2
	5.68

	ARP2
	Actin-like protein ARP2
	P32381
	44.1
	5.54

	ASC1
	Guanine nucleotide-binding protein beta subunit-like protein
	P38011
	34.8
	5.80

	ASN2
	Asparagine synthetase [glutamine-hydrolyzing] 2
	P49090
	64.5
	5.54

	ATP2
	ATP synthase beta chain, mitochondrial precursor
	P00830
	54.9
	5.71

	BGL2
	Glucan 1,3-beta-glucosidase precursor
	P15703
	34.1
	4.32

	BMH1
	BMH1 protein, involved in signal transduction during filamentous growth
	P29311
	30.0
	4.82

	BMH2
	BMH2 protein, strong similarity to BMH1
	P34730
	30.9
	4.82

	BNA1
	3-Hydroxyanthranilate 3,4-dioxygenase
	P47096
	20.2
	5.50

	CAR1
	Arginase
	P00812
	35.7
	5.38

	CCP1
	Cytochrome C peroxidase, mitochondrial precursor
	P00431
	40.4
	5.95

	CCT3
	T-complex protein 1, gamma subunit
	P39077
	58.8
	5.82

	CCT5
	T-complex protein 1, epsilon subunit
	P40413
	60.7
	5.33

	CCT6
	T-complex protein 1, zeta subunit
	P39079
	59.9
	5.60

	CCT8
	T-complex protein 1, theta subunit
	P47079
	61.7
	5.52

	CDC48
	Cell division control protein 48
	P25694
	92.0
	4.82

	CLC1
	Clathrin light chain
	P17891
	26.5
	4.31

	COQ5
	Ubiquinone biosynthesis methyltransferase COQ5
	P49017
	34.7
	6.12

	CPA2
	Carbamoyl-phosphate synthase, arginine-specific, large chain
	P03965
	124
	5.18

	CPR1 (CPH1)
	Peptidyl-prolyl cis-trans isomerase (cyclophilin)
	P14832
	17.2
	6.87

	CPR5
	Peptidyl-prolyl cis-trans isomerase D precursor
	P35176
	25.3
	5.35

	CRN1
	Coronin-like protein
	Q06440
	72.6
	5.64

	CYS3
	Cystathionine gamma-lyase
	P31373
	42.4
	6.05

	CYS4
	Cystathionine beta-synthase
	P32582
	56.0
	6.25

	DAK1
	Dihydroxyacetone kinase 1
	P54838
	62.2
	5.25

	DPB4
	DNA Polymerase B (II), 4th subunit
	Q04603
	22.0
	4.87

	DPS1
	Aspartyl-tRNA synthetase, cytoplasmic
	P04802
	63.4
	6.16

	DSK2
	Ubiquitin-like protein
	P48510
	39.5
	4.95

	DYS1
	Deoxyhypusine synthase
	P38791
	42.9
	5.50

	EFB1
	Elongation factor 1-beta
	P32471
	22.7
	4.30

	EFT2 (EFT1)
	Elongation factor 2
	P32324
	93.3
	5.92

	EGD1
	BTF3 homolog (GAL4 DNA-binding enhancer protein 1)
	Q02642
	17.0
	6.10

	EGD2
	EGD2 protein (GAL4 DNA-binding enhancer protein 2)
	P38879
	18.7
	4.84

	ENO1
	Enolase 1 (2-phosphoglycerate dehydratase)
	P00924
	46.7
	6.17

	ENO2
	Enolase 2 (2-phosphoglycerate dehydratase)
	P00925
	46.8
	5.67

	ERG6
	Sterol 24-C-methyltransferase
	P25087
	43.3
	5.54

	ERG8
	Phosphomevalonate kinase
	P24521
	50.5
	6.03

	ERG13 (HMGS)
	Hydroxymethylglutaryl-CoA synthase
	P54839
	55.0
	8.36

	FBA1
	Fructose-bisphosphate aldolase
	P14540
	39.5
	5.51

	FCY1
	Cytosine deaminase
	Q12178
	17.5
	5.68

	FPR1
	FK506-binding protein 1 (Peptidyl-prolyl cis-trans isomerase)
	P20081
	12.2
	5.72

	FRS2
	Phenylalanyl-tRNA synthetase alpha chain
	P15625
	57.4
	5.53

	FUR1
	Uracil phosphoribosyltransferase
	P18562
	28.7
	7.56

	GCN20
	GCN20 protein, positive effector of Gcn2p
	P43535
	85.0
	5.86

	GCS1
	ADP-ribosylation factor GTPase-activating protein GCS1
	P35197
	39.3
	5.65

	GDH1
	NADP-specific glutamate dehydrogenase 1
	P07262
	49.6
	5.56

	GLK1
	Glucokinase
	P17709
	55.4
	5.80

	GLN1
	Glutamine synthetase
	P32288
	41.6
	5.92

	GLY1
	Low-specificity L-threonine aldolase
	P37303
	42.8
	5.86

	GPD1
	Glycerol-3-phosphate dehydrogenase [NAD+] 1
	Q00055
	42.9
	5.30

	GRE2
	Protein involved in diamide tolerance and induced by osmotic stress
	Q12068
	38.2
	5.78

	GRS1
	Glycyl-tRNA synthetase
	P38088
	75.4
	5.71

	GSP1
	GTP-binding nuclear protein GSP1/CNR1
	P32835
	24.8
	6.12

	GUA1
	GMP synthase [glutamine-hydrolyzing]
	P38625
	58.4
	6.05

	GUK1
	Guanylate kinase
	P15454
	20.5
	6.60

	HAM1
	Protein controlling 6-N-hydroxylaminopurine sensitivity and mutagenesis
	P47119
	22.1
	5.44

	HCH1
	High copy HSP90 suppressor
	P53834
	17.2
	4.56

	HCR1
	Possible eukaryotic translation initiation factor 3 30 kDa subunit
	Q05775
	29.6
	5.03

	HIS4
	Histidine biosynthesis trifunctional protein
	P00815
	87.8
	5.21

	HIS7
	Bifunctional glutamine amidotransferase/cyclase
	P33734
	61.1
	5.34

	HMF1
	HMF1 protein (high dosage growth inhibitor)
	P40037
	13.9
	5.28

	HOM2
	Aspartate-semialdehyde dehydrogenase
	P13663
	39.5
	6.27

	HOM6
	Homoserine dehydrogenase
	P31116
	38.5
	6.86

	HPT1
	Hypoxanthine guanine phosphoribosyl transferase
	Q04178
	25.2
	5.46

	HSP26
	Heat shock protein 26
	P15992
	23.7
	5.31

	HSP60
	Heat shock protein 60, mitochondrial precursor
	P19882
	60.8
	5.23

	HSP78
	Heat shock protein 78, mitochondrial precursor
	P33416
	91.3
	8.57

	HXK1
	Hexokinase A
	P04806
	53.7
	5.28

	HXK2
	Hexokinase B
	P04807
	53.8
	5.16

	HYP2 (TIF51A)
	Eukaryotic translation initiation factor 5A-2 (eIF-5A 2)
	P23301
	17.0
	4.81

	ILV5
	Ketol-acid reductoisomerase, mitochondrial precursor
	P06168
	44.4
	9.10

	ILV6
	Acetolactate synthase small subunit, mitochondrial precursor
	P25605
	34.0
	6.07

	IPP1
	Inorganic pyrophosphatase
	P00817
	32.2
	5.36

	LAT1 (PDA2)
	Dihydrolipoamide acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial precursor
	P12695
	51.8
	7.60

	LEU1
	3-Isopropylmalate dehydratase
	P07264
	85.8
	5.61

	LYS20
	Homocitrate synthase, cytosolic isozyme
	P48570
	47.1
	6.84

	LYS21
	Homocitrate synthase, mitochondrial precursor
	Q12122
	48.6
	5.88

	LYS9
	Saccharopine dehydrogenase [NADP+, L-glutamate forming]
	P38999
	48.9
	5.10

	MAE1
	Probable NAD-dependent malic enzyme
	P36013
	74.4
	8.39

	MAS2
	Mitochondrial processing peptidase alpha subunit
	P11914
	53.3
	5.94

	MET17
	MET17 protein (includes: O-acetylhomoserine sulfhydrylase; O-acetylserine sulfhydrylase)
	P06106
	48.5
	5.98

	MET22 (HAL2)
	Protein ser/thr phosphatase (halotolerance protein HAL2)
	P32179
	39.1
	5.79

	MET6
	5-Methyltetrahydropteroyltriglutamate–homocysteine methyltransferase
	P05694
	85.7
	6.07

	MGE1
	GrpE protein homolog, mitochondrial precursor
	P38523
	26.1
	7.86

	MPM1
	Mitochondrial peripheral membrane protein of unknown function
	P40364
	28.5
	5.59

	NTF2
	Nuclear transport factor 2
	P33331
	14.5
	4.50

	OYE2
	NADPH dehydrogenase 2  (Old yellow enzyme 2)
	Q03558
	44.9
	6.15

	PAB1
	Polyadenylate-binding protein, cytoplasmic and nuclear
	P04147
	64.2
	5.71

	PDA1
	Pyruvate dehydrogenase E1 component alpha subunit, mitochondrial precursor
	P16387
	46.3
	8.29

	PDB1
	Pyruvate dehydrogenase E1 component beta subunit, mitochondrial precursor
	P32473
	40.1
	5.23

	PDC1
	Pyruvate decarboxylase isozyme 1
	P06169
	61.4
	5.80

	PDI1
	Protein disulfide isomerase precursor
	P17967
	58.2
	4.38

	PDR13 (SSZ1)
	Pleiotropic drug resistance protein (member of HSP70 family)
	P38788
	62.2
	5.10

	PFK1
	6-Phosphofructokinase alpha subunit
	P16861
	108
	5.98

	PFK2
	6-Phosphofructokinase beta subunit
	P16862
	105
	6.23

	PFY1
	Profilin
	P07274
	13.7
	5.47

	PGI1
	Glucose-6-phosphate isomerase
	P12709
	61.2
	5.99

	PMI40
	Mannose-6-phosphate isomerase
	P29952
	48.1
	5.65

	PRE3
	Proteasome component PRE3 precursor
	P38624
	23.5
	5.59

	PRO2
	Gamma-glutamyl phosphate reductase
	P54885
	49.7
	5.37

	PRO3
	Pyrroline-5-carboxylate reductase
	P32263
	30.1
	5.37

	PSA1 (MPG1)
	Mannose-1-phosphate guanyltransferase
	P41940
	39.6
	5.95

	PST2
	Protoplast secreted protein 2 precursor
	Q12335
	21.0
	5.46

	PUB1
	Nuclear and cytoplasmic polyadenylated RNA-binding protein
	P32588
	50.7
	4.95

	PYK1 (CDC19)
	Pyruvate kinase 1
	P00549
	54.5
	7.56

	QCR2
	Ubiquinol-cytochrome C reductase complex core protein 2, mitochondrial precursor
	P07257
	40.5
	7.67

	RAM2
	Protein farnesyltransferase alpha subunit
	P29703
	37.5
	4.96

	RHR2 (GPP1)
	(DL)-Glycerol-3-phosphatase 1
	P41277
	27.8
	5.35

	RIB3
	3,4-Dihydroxy-2-butanone 4-phosphate synthase
	Q99258
	22.6
	5.46

	RIB4
	6,7-Dimethyl-8-ribityllumazine synthase (riboflavin synthase beta chain)
	P50861
	18.6
	6.06

	RIB5
	Riboflavin synthase alpha chain
	P38145
	26.2
	5.04

	RIM1
	Single-stranded DNA-binding protein, mitochondrial
	P32445
	15.4
	7.92

	RPB3
	DNA-directed RNA polymerase II 45 kDa polypeptide
	P16370
	35.3
	4.52

	RPC37
	RNA polymerase III, C37 subunit
	P36121
	32.1
	4.39

	RPC40
	DNA-directed RNA polymerases I and III 40 kDa polypeptide
	P07703
	37.7
	5.34

	RPE1
	Ribulose-phosphate 3-epimerase
	P46969
	26.0
	5.84

	RPL22A
	60S Ribosomal protein L22-A
	P05749
	13.6
	5.94

	RPN10
	26S Proteasome regulatory subunit RPN10
	P38886
	29.7
	4.73

	RPN12
	26S Proteasome regulatory subunit RPN12
	P32496
	31.9
	4.80

	RPN8
	26S Proteasome regulatory subunit RPN8
	Q08723
	38.3
	5.43

	RPS0A
	40S Ribosomal protein S0-A
	P32905
	27.9
	4.65

	RPS0B
	40S Ribosomal protein S0-B
	P46654
	27.8
	4.69

	RPT5
	26S Protease regulatory subunit 6A
	P33297
	48.3
	4.93

	SAM1
	S-Adenosylmethionine synthetase 1
	P10659
	41.8
	5.04

	SAM2
	S-Adenosylmethionine synthetase 2
	P19358
	42.1
	5.18

	SAM4
	Putative cobalamin-dependent homocysteine S-methyltransferase
	Q08985
	36.7
	5.12

	SBA1
	Ste5p-associated protein, putative co-chaperone with Hsp90 family proteins
	P28707
	24.0
	4.46

	SCL1 (PRS2)
	Proteasome component C7-alpha
	P21243
	28.0
	5.89

	SDS22
	Protein phosphatases PP1 regulatory subunit
	P36047
	38.9
	5.34

	SEC14
	Phosphatidylinositol/phosphatidylcholine-transfer protein
	P24280
	34.8
	5.37

	SEC17
	Vesicular-fusion protein
	P32602
	32.8
	4.96

	SEC53
	Phosphomannomutase
	P07283
	29.1
	5.14

	SER1
	Phosphoserine aminotransferase
	P33330
	43.4
	6.08

	SES1
	Seryl-tRNA synthetase, cytoplasmic
	P07284
	53.3
	5.80

	SGT2
	Similarity to protein phosphatases
	Q12118
	37.2
	4.68

	SMI1
	Beta-1,3-glucan synthesis protein
	P32566
	57.1
	4.59

	SNZ1
	Stationary phase protein
	Q03148
	31.8
	5.40

	SOD1
	Superoxide dismutase [Cu-Zn]
	P00445
	15.7
	5.63

	SOL3
	Probable 6-phosphogluconolactonase 3
	P38858
	31.5
	6.01

	SPE3
	Spermidine synthase (putrescine aminopropyltransferase)
	Q12074
	33.3
	5.33

	SSA1
	Heat shock protein of HSP70 family, cytosolic
	P10591
	69.5
	5.00

	SSA2
	Heat shock protein of HSP70 family, cytosolic
	P10592
	69.3
	4.95

	SSB1
	Heat shock protein of HSP70 family
	P11484
	66.5
	5.32

	SSC1
	Heat shock protein of HSP70 family, mitochondrial
	P12398
	70.6
	5.48

	SSE1
	Heat shock protein of HSP70 family
	P32589
	77.2
	5.12

	STI1
	Heat shock protein
	P15705
	66.3
	5.45

	TDH2
	Glyceraldehyde 3-phosphate dehydrogenase 2
	P00358
	35.7
	6.49

	TDH3
	Glyceraldehyde 3-phosphate dehydrogenase 3
	P00359
	35.6
	6.49

	THR1
	Homoserine kinase
	P17423
	38.6
	5.26

	THR4
	Threonine synthase
	P16120
	57.5
	5.46

	TIF1 + TIF2
	Eukaryotic translation initiation factor 4A (eIF-4A)
	P10081
	44.6
	5.02

	TIF3
	Eukaryotic translation initiation factor 4B (eIF-4B)
	P34167
	48.5
	5.17

	TIF34
	Eukaryotic translation initiation factor 3 39 kDa subunit (eIF3 p39)
	P40217
	38.8
	5.41

	TIF6 (CDC95)
	Eukaryotic translation initiation factor 6 (eIF-6)
	Q12522
	26.5
	4.54

	TMT1
	Putative methyltransferase
	P32643
	34.8
	5.87

	TOM40
	Mitochondrial import receptor subunit TOM40
	P23644
	42.0
	5.34

	TPI1
	Triosephosphate isomerase
	P00942
	26.7
	5.75

	TPM1
	Tropomyosin 1
	P17536
	23.5
	4.58

	TRP3
	Anthranilate synthase component II (includes: glutamine amidotransferase; indole-3-glycerol phosphate synthase)
	P00937
	53.5
	6.45

	TRP5
	Tryptophan synthase
	P00931
	76.6
	6.05

	TRX2
	Thioredoxin II
	P22217
	11.1
	4.79

	TSA1
	Thiol-specific antioxidant protein (PRP)
	P34760
	21.5
	5.03

	TUB1
	Tubulin alpha-1 chain
	P09733
	49.8
	4.96

	TUB2
	Tubulin beta chain
	P02557
	50.9
	4.64

	TUB3
	Tubulin alpha-3 chain
	P09734
	49.7
	5.05

	TUP1
	Glucose repression regulatory protein (flocculation suppressor protein) (repressor AER2).
	P16649
	78.3
	5.43

	UBA1
	Ubiquitin-activating enzyme E1
	P22515
	114
	4.97

	UBC4
	Ubiquitin-conjugating enzyme E2
	P15731
	16.5
	6.04

	URA1
	Dihydroorotate dehydrogenase
	P28272
	34.8
	5.80

	VMA1
	Vacuolar ATP synthase catalytic subunit A
	P17255
	119
	5.83

	VMA2
	Vacuolar ATP synthase subunit B
	P16140
	57.7
	4.95

	VMA4
	Vacuolar ATP synthase subunit E
	P22203
	26.5
	5.33

	WTM1
	Transcriptional modulator
	Q12363
	48.4
	5.18

	YDR071C
	Similarity to O.aries arylalkylamine N-acetyltransferase
	Q12447
	21.9
	5.58

	YDR341C
	Arginyl-tRNA synthetase, cytoplasmic
	Q05506
	69.5
	6.33

	YEL047C
	Soluble fumarate reductase, cytoplasmic
	P32614
	50.8
	5.93

	YFR044C
	Glutamate carboxypeptidase-like protein
	P43616
	52.9
	5.43

	YHB1
	Flavohemoprotein (hemoglobin-like protein)
	P39676
	44.6
	5.78

	YHR049W
	Similarity to S.pombe dihydrofolate reductase
	P38777
	27.3
	5.93

	YIL041W
	Unknown function
	P40531
	36.7
	4.91

	YIR035C
	Hypothetical oxidoreductase
	P40579
	27.5
	5.95

	YJL200C
	Putative aconitase
	P39533
	86.6
	6.50

	YJR070C
	Unknown function
	P47120
	36.2
	4.78

	YKL056C
	Translationally controlled tumor protein homolog
	P35691
	18.7
	4.41

	YLR301W
	Unknown function
	Q05905
	27.5
	5.10

	YML079W
	Unknown function
	Q03629
	22.5
	5.26

	YMR226C
	Hypothetical oxidoreductase
	Q05016
	29.2
	6.35

	YNL134C
	Unknown function
	P53912
	41.2
	5.83

	YNL182C
	Unknown function
	P53877
	61.8
	5.49

	YOR285W
	Hypothetical heat shock protein
	Q12305
	15.4
	5.91

	ZPR1
	Zinc-finger protein
	P53303
	55.1
	4.77


Notes:

1  The Mr and pI are calculated from the sequences in Swiss-Prot using the ExPASy Compute pI/Mw tool at http://ca.expasy.org/tools/pi_tool.html.
PAGE  
5

