accession descriptior score

1 P02994

2 P0O0359

Elongatio
n factor 1-
alpha
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TEF1
PE=1
Sv=1 -
[EF1A_YE
AST]
Glycerald
ehyde-3-
phosphat
e
dehydrog
enase 3
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TDH3
PE=1
SV=3 -
[G3P3_YE
AST]

490.84

495.95

cover

59.83%

80.42%

# pro

# unique p #pep

16

23

20

#PSM

138

131

AA

458

332



3 P00549

4 P32324

Pyruvate
kinase 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CDC1
9 PE=1
SV=2 -
[KPYK1_Y
EAST]
Elongatio
n factor 2
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=EFT1
PE=1
Sv=1 -
[EF2_YEA
ST]

426.19

424.91

81.20%

46.08%

41

36

41

36

121

121

500

842



5 P10664

6 P14126

60S
ribosomal

protein L4-

A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL4
A PE=1
Sv=4 -
[RLAA YE
AST]

60S
ribosomal
protein L3
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL3
PE=1
SV=4 -
[RL3_YEA
ST]

419.06

361.05

51.38%

48.58%

16

21

16

21

107

97

362

387



7 P41752

8 P05030

Elongatio
n factor 1-
alpha
0S=Ashby
a gossypii
(strain
ATCC
10895 /
CBS
109.51/
FGSC
9923/
NRRL Y-
1056)
0X=2848
11
GN=TEF
PE=3
Sv=1 -
[EF1A_AS
HGO]
Plasma
membran
e ATPase
1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PMA
1PE=1
SV=2 -
[PMAL1_Y
EAST]

296.84

295.7

34.06%

32.68%

29

12

29

94

78

458

918



9 P00358

10 P0O0560

Glycerald
ehyde-3-
phosphat
e
dehydrog
enase 2
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TDH2
PE=1
SV=3 -
[G3P2_YE
AST]
Phosphog
lycerate
kinase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PGK1
PE=1
SvV=2 -
[PGK_YEA
ST]

229.76

245.25

67.77%

71.63%

31

18

31

66

64

332

416



11 P16521

12 P07259

Elongatio
n factor
3A
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=YEF3
PE=1
SvV=4 -
[EF3A_YE
AST]
Protein
URA2
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=URA2
PE=1
SV=5 -
[PYR1_YE
AST]

219.65

167.74

47.51%

26.29%

35

38

35

38

60

49

1044

2214



13 POCX50

14 P14120

60S
ribosomal
protein
L18-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
8B PE=1
Sv=1 -
[RL18B_Y
EAST]

60S
ribosomal
protein
L30
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL3
0 PE=1
SV=3 -
[RL30_YE
AST]

161.5

136.58

38.17%

67.62%

47

43

186

105



15 P40150

16 P11484

Ribosome-
associate
d
molecular
chaperon
e SSB2
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SSB2
PE=1
SV=2 -
[SSB2_YE
AST]
Ribosome-
associate
d
molecular
chaperon
e SSB1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SSB1
PE=1
SV=3 -
[SSB1_YE
AST]

168.08

166.55

55.14%

57.26%

28

29

42

42

613

613



17 P00360

18 P26321

Glycerald
ehyde-3-
phosphat
e
dehydrog
enase 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TDH1
PE=1
SV=3 -
[G3P1_YE
AST]

60S
ribosomal
protein L5
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL5
PE=1
Sv=4 -
[RL5_YEA
ST]

135.37

151.42

37.65%

43.77%

11

11

39

38

332

297



19 P05740

20 POCX35

60S
ribosomal
protein
L17-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=RPL1
7A PE=1
Sv=4 -
[RL17A_Y
EAST]

40S
ribosomal

protein S4-

A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS4
A PE=1
Sv=1 -
[RS4A_YE
AST]

142.13

136.78

41.30%

54.79%

17

17

37

37

184

261



21 P0O6169

22 P46990

Pyruvate
decarboxy
lase
isozyme 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PDC1
PE=1
SV=7 -
[PDC1_YE
AST]

60S
ribosomal
protein
L17-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
7B PE=1
SV=2 -
[RL17B_Y
EAST]

144.19

140.04

45.29%

41.30%

15

16

36

36

563

184



23 POCX45

24 P0O5750

60S
ribosomal

protein L2-

A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL2
A PE=1
Sv=1-
[RL2A_YE
AST]

40S
ribosomal
protein S3
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS3
PE=1
SV=5 -
[RS3_YEA
ST]

124.18

122.51

53.54%

62.92%

15

16

15

16

36

35

254

240



25 P07149

26 POCX43

Fatty acid
synthase
subunit
beta
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=FAS1
PE=1
SV=2 -
[FAS1_YE
AST]

60S
ribosomal

protein L1-

A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
A PE=1
Sv=1 -
[RL1A_YE
AST]

114.63

115.33

23.65%

46.08%

31

12

31

12

35

31

2051

217



27 P0O0950

28 P19097

Phosphog
lycerate
mutase 1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=GPM
1 PE=1
SV=3 -
[PMG1_Y
EAST]
Fatty acid
synthase
subunit
alpha
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=FAS2
PE=1
SvV=2 -
[FAS2_YE
AST]

107.22

106.12

69.64%

20.19%

16

25

16

25

31

31

247

1887



29 P26783

30 P16861

40S
ribosomal
protein S5
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS5
PE=1
SV=3 -
[RS5_YEA
ST]

ATP-
dependen
t 6-
phosphofr
uctokinas
e subunit
alpha
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PFK1
PE=1
Sv=1 -
[PFKA1_Y
EAST]

98.99

109.87

36.44%

34.55%

10

25

10

25

31

30

225

987



31 POCX41

32 P00925

60S
ribosomal
protein
L23-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL2
3A PE=1
Sv=1-
[RL23AY
EAST]
Enolase 2
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ENO2
PE=1
SV=2 -
[ENO2_YE
AST]

95.91

106.7

41.61%

52.86%

16

16

30

29

137

437



33 POCX37

34 P06168

40S
ribosomal

protein S6-

A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS6
A PE=1
Sv=1 -
[RS6A_YE
AST]
Ketol-acid
reductois
omerase,
mitochon
drial
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=ILV5
PE=1
Sv=1 -
[ILV5_YEA
ST]

101.65

97.68

52.12%

54.18%

15

18

15

18

29

29

236

395



35 Q00955

36 P41805

Acetyl-
CoA
carboxyla
se
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ACC1
PE=1
SV=2 -
[ACAC_YE
AST]

60S
ribosomal
protein
L10
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
0 PE=1
Sv=1 -
[RL10_YE
AST]

93.65 19.84%

93.09 65.61%

28

16

28

16

29

27

2233

221



37 B3RHVO

38 B3LL2

40S
ribosomal

protein S1-

A
0OS=Sacch
aromyces
cerevisiae
(strain
RM11-1a)
0X=2850
06
GN=RPS1
A PE=3
Sv=1-
[RS3AL1_Y
EAS1]

40S
ribosomal

protein S1-

B
0OS=Sacch
aromyces
cerevisiae
(strain
RM11-1a)
0X=2850
06
GN=RPS1
B PE=3
Sv=1 -
[RS3A2_Y
EAS1]

86.47

85.79

54.51%

54.90%

15

15

27

27

255

255



39 P26786

40 P38788

40S
ribosomal
protein S7-
A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS7
A PE=1
SvV=4 -
[RS7A_YE
AST]
Ribosome-
associate
d complex
subunit
SSz1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SSZ1
PE=1
SV=2 -
[SSZ1_YE
AST]

98.78

98.07

71.58%

52.23%

19

16

19

26

26

190

538



41 P23254

42 POCX53

Transketo
lase 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TKL1
PE=1
SvV=4 -
[TKT1_YE
AST]

60S
ribosomal
protein
L12-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
2A PE=1
Sv=1 -
[RL12A_Y
EAST]

91.98

87.14

33.97%

44.85%

19

19

26

26

680

165



43 POCX39

44 P06367

40S
ribosomal

protein S8:

A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS8
A PE=1
Sv=1 -
[RS8A_YE
AST]

40S
ribosomal
protein
S14-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS1
4A PE=1
SV=5 -
[RS14A_Y
EAST]

84.5

92.22

41.00%

58.39%

11

11

26

25

200

137



45 POCX23

46 P48164

60S
ribosomal
protein
L20-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=RPL2
OA PE=1
Sv=1-
[RL20A_Y
EAST]

40S
ribosomal

protein S7-

B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS7
B PE=1
Sv=1 -
[RS7B_YE
AST]

87.97

85.91

47.09%

60.53%

13

13

12

25

23

172

190



47 P37291

48 P02407

Serine
hydroxym
ethyltrans
ferase,
cytosolic
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SHM?2
PE=1
SV=2 -
[GLYC_YE
AST]

40S
ribosomal
protein
S17-A
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS1
7A PE=1
Sv=1-
[RS17A Y
EAST]

81.73

76.94

42.22%

62.50%

17

14

17

14

23

22

469

136



49 P38720

50 Q01855

6-
phosphog
luconate
dehydrog
enase,
decarboxy
lating 1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=GND1
PE=1
Sv=1 -
[6PGD1_Y
EAST]

40S
ribosomal
protein
S15
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS1
5PE=1
Sv=1 -
[RS15_YE
AST]

76.53

69.5

30.06%

42.25%

14

14

22

22

489

142



51 Q02326

52 P05739

60S
ribosomal

protein L6-

A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=RPL6
A PE=1
Sv=2 -
[RL6A_YE
AST]

60S
ribosomal

protein L6-

B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL6
B PE=1
SvV=4 -
[RL6B_YE
AST]

68.16

68.09

43.18%

47.73%

11

12

22

22

176

176



53 POCX26

54 P38219

60S
ribosomal
protein
L43-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL4
3B PE=1
Sv=1 -
[RL43B_Y
EAST]
Obg-like
ATPase 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=0OLA1
PE=1
Sv=1 -
[OLA1_YE
AST]

82.19

71.25

20.65%

44.16%

14

14

21

20

92

394



55 P29453

56 P14742

60S
ribosomal

protein L8-

B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL8
B PE=1
SV=3 -
[RL8B_YE
AST]
Glutamin
e--

fructose-6-

phosphat
e
aminotra
nsferase
[isomerizi
ng]
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=GFA1l
PE=1
Sv=4 -
[GFA1_YE
AST]

70.37

64.47

32.42%

31.66%

16

10

16

20

20

256

717



57 P25443

58 P16862

40S
ribosomal
protein S2
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS2
PE=1
SV=3 -
[RS2_YEA
ST]

ATP-
dependen
t 6-
phosphofr
uctokinas
e subunit
beta
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PFK2
PE=1
SvV=4 -
[PFKA2_Y
EAST]

79.47

72.51

40.16%

25.34%

14

14

19

19

254

959



59 P41940

60 P10592

Mannose-
1-
phosphat
e
guanyltra
nsferase
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PSA1
PE=1
SV=2 -
[MPG1_Y
EAST]
Heat
shock
protein
SSA2
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SSA2
PE=1
SV=3 -
[HSP72_Y
EAST]

70.14  42.94%

67.06  38.97%

12

16

12

17

19

19

361

639



61 P40024

62 A6ZP47

ABC
transport
er ATP-
binding
protein
ARB1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ARB1
PE=1
Sv=1 -
[ARB1_YE
AST]

ATP-
dependen
t RNA
helicase
DED1
0S=Sacch
aromyces
cerevisiae
(strain
YJM789)
0OX=3077
96
GN=DED1
PE=3
Sv=1 -
[DED1_YE
AS7]

65.61

63.65

37.70%

36.92%

16

14

16

15

19

19

610

604



63 P17076

64 P38934

60S
ribosomal

protein L8-

A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL8
A PE=1
Sv=4 -
[RL8A YE
AST]
Nuclear
segregati
on
protein
BFR1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=BFR1
PE=1
Sv=1-
[BFR1_YE

63.42

60.59

35.94%

28.72%

11

11

11

19

19

256

470



65 A6ZY89

66 POCX32

Pentafunc
tional
AROM
polypepti
de
0S=Sacch
aromyces
cerevisiae
(strain
YJM789)
0OX=3077
96
GN=ARO1
PE=3
Sv=1-
[ARO1_YE
AS7]

40S
ribosomal
protein
S24-B
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS2
4B PE=1
Sv=1-
[RS24B_Y
EAST]

59.02

56.43

14.48%

47.41%

16

16

19

19

1588

135



67 P07342

68 Q3E754

Acetolact
ate
synthase
catalytic
subunit,
mitochon
drial
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ILV2
PE=1
Sv=1 -
[ILVB_YEA
ST]

40S
ribosomal
protein
S21-B
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS2
1B PE=1
Sv=1 -
[RS21B_Y
EAST]

67.08

66.08

30.42%

54.02%

13

13

18

18

687

87



69 POCOV8

70 P38701

40S
ribosomal
protein
S21-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS2
1A PE=1
Sv=1 -
[RS21A_Y
EAST]

40S
ribosomal
protein
S20
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS2
0 PE=1
SV=3 -
[RS20_YE
AST]

64.98

64.12

54.02%

71.90%

18

18

87

121



71 P38011

72 P15108

Guanine
nucleotid
e-binding
protein
subunit
beta-like
protein
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ASC1
PE=1
Sv=4 -
[GBLP_YE
AST]

ATP-
dependen
t
molecular
chaperon
e HSC82
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=HSC8
2 PE=1
SvV=4 -
[HSC82_ Y
EAST]

61.96

61.94

38.24%

27.09%

15

15

18

18

319

705



73 P53221

74 P25491

60S
ribosomal
protein
L26-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL2
6B PE=1
SV=2 -
[RL26B_Y
EAST]
Mitochon
drial
protein
import
protein
MAS5
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=YDJ1
PE=1
Sv=1 -
[MAS5_YE
AST]

55.74

52.24

53.54%

31.78%

12

12

12

12

18

18

127

409



75 P38625

76 P0O5737

GMP
synthase
[glutamin
e-
hydrolyzin
gl
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=GUA1
PE=1
Sv=4 -
[GUAA_YE
AST]

60S
ribosomal

protein L7-

A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL7
A PE=1
SV=3 -
[RL7A_YE
AST]

69.19

57.49

29.90%

40.57%

11

11

17

17

525

244



77 P38631

78 014467

1,3-beta-
glucan
synthase
compone
nt FKS1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=FKS1
PE=1
SvV=2 -
[FKS1_YE
AST]
Multiprot
ein-
bridging
factor 1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=MBF1
PE=1
SvV=2 -
[MBF1_YE
AST]

57.07

53.74

14.13%

26.49%

14

14

17

17

1876

151



79 P06105

80 P07280

Protein
SCP160
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SCP1
60 PE=1
SV=3 -
[SC160_Y
EAST]
40S
ribosomal
protein
S19-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS1
9A PE=1
SV=2 -
[RS19A Y
EAST]

46.03

63.53

14.98%

37.50%

15

15

17

16

1222

144



81 P02400

82 P05317

60S acidic
ribosomal
protein
P2-beta
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPP2
B PE=1
SV=2 -
[RLA4_YE
AST]

60S acidic
ribosomal
protein
PO
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPPO
PE=1
SV=2 -
[RLAO_YE

57.41 100.00%

56.91

31.73%

16

16

110

312



83 POCX83

84 Q12460

60S
ribosomal
protein
L19-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
9B PE=1
Sv=1-
[RL19B_Y
EAST]
Nucleolar
protein
56
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=NOP5
6 PE=1
Sv=1-
[NOP56_Y

56.52

56.1

29.10%

29.56%

10

12

10

12

16

16

189

504



85 P32527

86 P17255

Zuotin
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=zZUO1
PE=1
Sv=1-
[zUO1_YE
AST]
V-type
proton
ATPase
catalytic
subunit A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=VMA
1PE=1
SV=3 -
[VATA_YE
AST]

53.78

50.49

32.10%

19.05%

15

15

16

16

433

1071



87 POCX47

88 P38249

40S
ribosomal
protein
S11-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS1
1A PE=1
Sv=1 -
[RS11A_Y
EAST]
Eukaryoti
C
translatio
n
initiation
factor 3
subunit A
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPG1
PE=1
Sv=1-
[EIF3A_YE
AST]

48.49

46.29

68.59%

17.84%

11

12

11

12

16

16

156

964



89 POCX84

90 P52910

60S
ribosomal
protein
L35-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL3
5A PE=1
Sv=1 -
[RL35A_Y
EAST]
Acetyl-
coenzyme
A
synthetas
e?2
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ACS2
PE=1
Sv=1 -
[ACS2_YE
AST]

55.08

49.71

42.50%

21.82%

11

11

15

15

120

683



91 014455

92 P04456

60S
ribosomal
protein
L36-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL3
6B PE=1
SV=3 -
[RL36B_Y
EAST]

60S
ribosomal
protein
L25
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL2
5PE=1
SvV=4 -
[RL25_YE
AST]

49.44

48.15

42.00%

45.77%

15

15

100

142



93 Q12672

94 P05759

60S
ribosomal
protein
L21-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL2
1B PE=1
Sv=1-
[RL21B_Y
EAST]
Ubiquitin-
40S
ribosomal
protein
S31
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS3
1PE=1
SV=3 -
[RS31_YE
AST]

43.14

50.68

44.38%

39.47%

15

14

160

152



95 P07251

96 P02406

ATP
synthase
subunit
alpha,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=ATP1
PE=1
SV=5 -
[ATPA_YE
AST]

60S
ribosomal
protein
L28
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=RPL2
8 PE=1
SvV=3 -
[RL28_YE
AST]

47.13  30.28%

46.53  35.57%

13

13

14

14

545

149



97 Q02753

98 P05755

60S
ribosomal
protein
L21-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=RPL2
1A PE=1
Sv=1-
[RL21A_Y
EAST]

40S
ribosomal

protein S9-

B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS9
B PE=1
SvV=4 -
[RS9B_YE
AST]

43.35

41.15

44.38%

47.18%

12

12

14

14

160

195



99 P26785

100 P14540

60S
ribosomal
protein
L16-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
6B PE=1
SV=3 -
[RL16B_Y
EAST]
Fructose-
bisphosph
ate
aldolase
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=FBA1l
PE=1
SV=3 -
[ALF_YEA
ST]

37.77

52.26

25.76%

41.78%

14

13

198

359



101 P46784

102 P10659

40S
ribosomal
protein
S10-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS1
OB PE=1
Sv=1 -
[RS10B_Y
EAST]

S_
adenosyl
methionin
e
synthase
1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SAM1
PE=1
SV=2 -
[METK1_Y
EAST]

51.74

45.95

33.33%

38.74%

13

13

13

105

382



103 B3LT19

104 POCOT4

40S
ribosomal

protein SO-

B
0OS=Sacch
aromyces
cerevisiae
(strain
RM11-1a)
0X=2850
06
GN=RPSO
B PE=3
Sv=1 -
[RSSA2_Y
EAS1]
40S
ribosomal
protein
S25-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS2
5B PE=1
Sv=1 -
[RS25B_Y
EAST]

45.35 37.30%

45.04  46.30%

13

13

252

108



105 P47079

106 P39522

T-
complex
protein 1
subunit
theta
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=CCT8
PE=1
Sv=1 -
[TCPQ_YE
AST]

Dihydroxy-

acid
dehydrata
se,
mitochon
drial
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=ILV3
PE=1
SvV=2 -
[ILV3_YEA
ST]

38.79

43.42

23.59%

23.59%

13

12

568

585



107 P28777

108 P00927

Chorismat
e
synthase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ARO2
PE=1
Sv=1 -
[AROC_YE
AST]
Threonine
dehydrata
se,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ILV1
PE=1
SV=2 -
[THDH_YE
AST]

43.01

41.87

45.48%

24.65%

10

10

12

12

376

576



109 P0O0330

110 P25087

Alcohol
dehydrog
enase 1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ADH1
PE=1
SV=5 -
[ADH1_YE
AST]
Sterol 24-
C_
methyltra
nsferase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ERG6
PE=1
SV=4 -
[ERG6_YE
AST]

41.69

41.01

35.34%

32.11%

10

10

10

10

12

12

348

383



111 POCX51

112 P38754

40S
ribosomal
protein
S16-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS1
6A PE=1
Sv=1 -
[RS16A_Y
EAST]

60S
ribosomal
protein
L14-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
4B PE=1
Sv=1 -
[RL14B_Y
EAST]

40.6

39.88

41.96%

22.46%

12

12

143

138



113 POCY39

114 P15646

40S
ribosomal
protein
S23-A
0OS=Naum
ovozyma
castellii
(strain
ATCC
76901 /
CBS 4309
/ NBRC
1992/
NRRL Y-
12630)
0OX=1064
592
GN=RPS2
3A PE=1
Sv=1 -
[RS23A_N
AUCC]
rRNA 2'-0-
methyltra
nsferase
fibrillarin
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=NOP1
PE=1
Sv=1 -
[FBRL_YE
AST]

38.53

36.89

20.00%

29.66%

12

12

145

327



115 A6ZRX0

116 Q03195

ATP-
dependen
t RNA
helicase
DBP2
0S=Sacch
aromyces
cerevisiae
(strain
YJM789)
0OX=3077
96
GN=DBP2
PE=3
Sv=1 -
[DBP2_YE
AS7]
Translatio
n
initiation
factor
RLI1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RLI1
PE=1
Sv=1 -
[RLI1_YEA
ST]

36.34

34.45

29.85%

23.52%

11

11

12

11

12

12

546

608



117 POCOW1

118 P40212

40S
ribosomal
protein
S22-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS2
2A PE=1
SV=2 -
[RS22A_Y
EAST]

60S
ribosomal
protein
L13-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
3B PE=1
Sv=1 -
[RL13B_Y
EAST]

46.08

45.48

43.85%

29.65%

11

11

130

199



Inosine-5'-
monopho
sphate
dehydrog
enase 4
0S=Sacch
aromyces
cerevisiae
(strain
119 P50094 ATCC 43.53  29.96% 2 4 9 11 524
204508 /
$288c)
0X=5592
92
GN=IMD4
PE=1
Sv=1-
[IMDH4 Y
EAST]
60S
ribosomal
protein L9-
B
0S=Sacch
aromyces
cerevisiae
(strain
120 P51401 ATCC 4261 31.94% 1 1 6 11 191
204508 /
$288c)
0X=5592
92
GN=RPL9
B PE=1
Sv=1-
[RL9B_YE
AST]



121 P32481

122 P0O5738

Eukaryoti
c
translatio
n
initiation
factor 2
subunit
gamma
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
S288c)
0X=5592
92
GN=GCD1
1PE=1
Sv=1 -
[IF2G_YEA
ST]

60S
ribosomal

protein L9-

A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL9
A PE=1
SvV=2 -
[RL9A_YE
AST]

40.79

39.43

30.36%

25.65%

11

11

527

191



123 P04147

124 P10081

Polyadeny
late-
binding
protein,
cytoplasm
icand
nuclear
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PAB1
PE=1
SvV=4 -
[PABP_YE
AST]

ATP-
dependen
t RNA
helicase
elF4A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TIF1
PE=1
SV=3 -
[IF4A_YEA
ST]

38.75

38.58

21.32%

33.92%

11

11

577

395



125 P28274

126 P19358

CTP
synthase
1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=URA7
PE=1
SvV=2 -
[URA7_YE
AST]

S-
adenosyl
methionin
e
synthase
2
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=SAM?2
PE=1
SV=3 -
[METK2_Y
EAST]

37.4

37.13

24.87%

26.04%

10

10

10

11

11

579

384



127 P19882

128 P27476

Heat
shock
protein
60,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=HSP6
0 PE=1
Sv=1 -
[HSP60_Y
EAST]
Nuclear
localizatio
n
sequence-
binding
protein
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=NSR1
PE=1
Sv=1 -
[NSR1_YE
AST]

36.52

36.02

23.60%

23.91%

10

10

11

11

572

414



129 P48589

130 P16140

40S
ribosomal
protein
S12
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS1
2 PE=1
Sv=1 -
[RS12_YE
AST]
V-type
proton
ATPase
subunit B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=VMA
2 PE=1
SV=2 -
[VATB_YE
AST]

34.16

33.59

46.85%

32.50%

11

11

11

11

143

517



131 POC2H8

132 A6ZPE5

60S
ribosomal
protein
L31-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL3
1A PE=1
Sv=1-
[RL31AY
EAST]
Nucleolar
protein
58
0S=Sacch
aromyces
cerevisiae
(strain
YJM789)
0X=3077
96
GN=NOP5
8 PE=3
Sv=1-
[NOP58_Y

41.2

37.98

45.13%

22.50%

10

10

113

511



133 P48570

134 POCOXO0

Homocitr
ate
synthase,
cytosolic
isozyme
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=LYS20
PE=1
Sv=1-
[HOSC_YE
AST]

40S
ribosomal
protein
S28-B
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS2
8B PE=1
Sv=1-
[RS28B_Y
EAST]

37.85

36.64

36.21%

52.24%

10

10

10

10

428

67



135 P32861

136 P09440

UTP--
glucose-1-
phosphat
e
uridylyltra
nsferase
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=UGP1
PE=1
Sv=1 -
[UGPAL_Y
EAST]
C-1-
tetrahydr
ofolate
synthase,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=MIS1
PE=1
Sv=1 -
[CITM_YE
AST]

3541

33.41

24.25%

16.62%

10

10

10

10

499

975



137 P36013

138 P10964

NAD-
dependen
t malic
enzyme,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=MAE1
PE=1
Sv=1 -
[MAOM _
YEAST]
DNA-
directed
RNA
polymera
sel
subunit
RPA190
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=RPA1
90 PE=1
SvV=2 -
[RPA1_YE
AST]

33.23

33.17

25.56%

9.19%

10

10

669

1664



139 P12612

140 P23301

T-
complex
protein 1
subunit
alpha
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=TCP1
PE=1
SvV=2 -
[TCPA_YE
AST]
Eukaryoti
c
translatio
n
initiation
factor 5A-
1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=HYP2
PE=1
SV=3 -
[IF5A1_YE
AST]

31.29

30.79

24.87%

24.84%

10

10

559

157



141 P05744

142 Q05022

60S
ribosomal
protein
L33-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL3
3A PE=1
SV=3 -
[RL33A_Y
EAST]
rRNA
biogenesi
s protein
RRP5
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RRP5
PE=1
Sv=1 -
[RRP5_YE
AST]

30.78

30.02

35.51%

9.08%

10

10

107

1729



143 POCX27

144 Q12690

60S
ribosomal
protein
L42-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL4
2A PE=1
Sv=1 -
[RL44A_Y
EAST]

60S
ribosomal
protein
L13-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
3A PE=1
Sv=1 -
[RL13A_Y
EAST]

28.09

35.59

19.81%

29.65%

10

106

199



Inosine-5'-
monopho
sphate
dehydrog
enase 3
0S=Sacch
aromyces
cerevisiae
(strain
145 P50095 ATCC 34.64 29.45% 4 3 8 9 523
204508 /
$288c)
0X=5592
92
GN=IMD3
PE=1
Sv=1-
[IMDH3_Y
EAST]
60S
ribosomal
protein
L27-A
0S=Sacch
aromyces
cerevisiae
(strain
146 POC2H6 ATCC 31.69 44.85% 2 8 8 9 136
204508 /
$288c)
0X=5592
92
GN=RPL2
7A PE=1
Sv=1-
[RL27A_Y
EAST]



147 P39938

148 P0O5756

40S
ribosomal
protein
S26-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS2
6A PE=1
Sv=1 -
[RS26A_Y
EAST]

40S
ribosomal
protein
S13
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS1
3 PE=1
SV=3 -
[RS13_YE
AST]

31.65

29.9

33.61%

41.72%

119

151



149 Q03690

150 P32563

Clustered
mitochon
dria
protein 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CLU1
PE=1
Sv=1 -
[CLU_YEA
ST]
V-type
proton
ATPase
subunit a,
vacuolar
isoform
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=VPH1
PE=1
SV=3 -
[VPH1_YE
AST]

29.37

28.78

11.12%

16.19%

9

1277

840



151 POCX55

152 POCOWS

40S
ribosomal
protein
S18-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS1
8A PE=1
Sv=1 -
[RS18A_Y
EAST]

60S
ribosomal
protein
L11-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
1A PE=1
SV=2 -
[RL11A_Y
EAST]

27.86

27.54

49.32%

39.66%

146

174



153 P38061

154 P07283

60S
ribosomal
protein
L32
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL3
2 PE=1
Sv=1 -
[RL32_YE
AST]
Phospho
mannomu
tase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SEC5
3 PE=1
Sv=1 -
[PMM_YE
AST]

27.31

24.93

39.23%

34.65%

130

254



155 P04449

156 P24000

60S
ribosomal
protein
L24-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL2
4A PE=1
Sv=1 -
[RL24A_Y
EAST]

60S
ribosomal
protein
L24-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL2
4B PE=1
Sv=1 -
[RL24B_Y
EAST]

28.96

28.66

18.06%

18.06%

155

155



157 Q08972

158 P15303

[NU+]
prion
formation
protein 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=NEW
1PE=1
Sv=1-
[NEW1 Y
EAST]
Protein
transport
protein
SEC23
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SEC2
3 PE=1
Sv=1-
[SEC23_Y
EAST]

27.92

27.49

11.96%

14.45%

8

1196

768



159 P05748

160 P26784

60S
ribosomal
protein
L15-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
5A PE=1
SV=3 -
[RL15A_Y
EAST]

60S
ribosomal
protein
L16-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL1
6A PE=1
SV=3 -
[RL16A_Y
EAST]

26.79

26.14

29.90%

25.63%

204

199



161 P38708

162 P40069

Putative
proline--
tRNA
ligase
YHRO20W
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=YHRO
20W PE=1
Sv=1-
[YHIO_YEA
ST]
Importin
subunit
beta-4
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=KAP1
23 PE=1
Sv=1-
[IMB4_YE
AST]

25.13

25.12

16.42%

10.06%

8

688

1113



163 P21954

164 P39076

Isocitrate
dehydrog
enase
[NADP],
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=IDP1
PE=1
Sv=1 -
[IDHP_YE
AST]

T-
complex
protein 1
subunit
beta
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CCT2
PE=1
Sv=1 -
[TCPB_YE
AST]

24.49

24.28

23.13%

20.49%

428

527



165 P18239

166 A6ZN26

ADP,ATP
carrier
protein 2
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PET9
PE=1
SV=2 -
[ADT2_YE
AST]
Eukaryoti
C
translatio
n
initiation
factor 3
subunit C
0OS=Sacch
aromyces
cerevisiae
(strain
YIM789)
0X=3077
96
GN=NIP1
PE=3
Sv=1-
[EIF3C_YE
AS7]

23.96

27.95

22.64%

10.84%

318

812



167 P06103

168 P28007

Eukaryoti
C
translatio
n
initiation
factor 3
subunit B
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PRT1
PE=1
Sv=1-
[EIF3B_YE
AST]
H/ACA
ribonucle
oprotein
complex
subunit
GAR1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=GAR1
PE=1
Sv=1 -
[GAR1_YE
AST]

245  11.53%

23.44  38.05%

763

205



169 P00830

170 P40185

ATP
synthase
subunit
beta,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ATP2
PE=1
SV=2 -
[ATPB_YE
AST]
Protein
MMF1,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=MMF
1PE=1
Sv=1 -
[MMF1_Y
EAST]

23.27

22.43

20.16%

65.52%

511

145



171 P15019

172 P54115

Transaldol
ase
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TAL1
PE=1
SvV=4 -
[TAL1_YE
AST]
Magnesiu
m-
activated
aldehyde
dehydrog
enase,
cytosolic
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ALD6
PE=1
SvV=4 -
[ALDH6_Y
EAST]

22.22

22.06

25.67%

11.20%

335

500



173 P49167

174 P0O7245

60S
ribosomal
protein
L38
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL3
8 PE=1
Sv=1 -
[RL38_YE
AST]

C-1-
tetrahydr
ofolate
synthase,
cytoplasm
ic
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ADE3
PE=1
Sv=1 -
[CITC_YE
AST]

21.39

21.11

50.00%

12.47%

78

946



175 Q03532

176 P39015

ATP-
dependen
t RNA
helicase
HAS1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=HAS1
PE=1
Sv=1-
[HAS1 YE
AST]
Suppresso
r protein
STM1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=STM1
PE=1
SV=3 -
[STM1_YE
AST]

20.81

25.49

16.83%

32.23%

505

273



177 P07262

178 P39079

NADP-
specific
glutamate
dehydrog
enase 1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
S288c)
0X=5592
92
GN=GDH1
PE=1
SV=2 -
[DHE4_YE
AST]

T-
complex
protein 1
subunit
zeta
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CCT6
PE=1
sv=1 -
[TCPZ_YE
AST]

24.28

23.78

17.40%

17.40%

454

546



179 P38879

180 P39078

Nascent
polypepti
de-
associate
d complex
subunit
alpha
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=EGD2
PE=1
Sv=3 -
[NACA_YE
AST]

T-
complex
protein 1
subunit
delta
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CCT4
PE=1
SV=2 -
[TCPD_YE
AST]

23.76

23.13

29.31%

16.48%

174

528



181 A6ZWL1

182 Q05911

Nascent
polypepti
de-
associate
d complex
subunit
beta-1
0S=Sacch
aromyces
cerevisiae
(strain
YJM789)
0X=3077
96
GN=EGD1
PE=3
Sv=1-
[NACB1 Y
EAS7]
Adenylos
uccinate
lyase
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ADE1
3 PE=1
Sv=1 -
[PUR8_YE
AST]

22.89

22.55

42.68%

11.00%

157

482



183 P40217

184 P16474

Eukaryoti
c
translatio
n
initiation
factor 3
subunit |
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TIF34
PE=1
Sv=1 -
[EIF31_YE
AST]
Endoplas
mic
reticulum
chaperon
e BiP
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=KAR2
PE=1
Sv=1 -
[BIP_YEAS
T]

22.05

21.48

28.82%

12.02%

347

682



185 P39986

186 P07213

Manganes
e-
transporti
ng ATPase
1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SPF1
PE=1
Sv=1-
[ATC6_YE
AST]
Mitochon
drial
import
receptor
subunit
TOM70
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TOM
70 PE=1
Sv=2 -
[TOM70_
YEAST]

21.28

21.14

8.15%

14.42%

6

1215

617



187 P41921

188 P47912

Glutathio
ne
reductase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=GLR1
PE=1
SV=2 -
[GSHR_YE
AST]
Long-
chain-

fatty-acid--

CoA ligase
4
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=FAA4
PE=1
Sv=1 -
[LCF4_YE
AST]

20.68

20.66

22.57%

11.53%

483

694



189 P23542

190 Q02892

Aspartate
aminotra
nsferase,
cytoplasm
ic
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=AAT2
PE=1
Sv=3 -
[AATC_YE
AST]
Nucleolar
GTP-
binding
protein 1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=NOG1
PE=1
Sv=1-
[NOG1_YE
AST]

20.34

20.1

19.14%

11.59%

418

647



191 P39729

192 P19414

Ribosome-
interactin
g GTPase
1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RBG1
PE=1
Sv=1-
[RBG1_YE
AST]
Aconitate
hydratase
mitochon
drial
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ACO1
PE=1
SV=2 -
[ACON_YE
AST]

19.9

19.08

21.14%

13.24%

369

778



193 P40010

194 P32473

Nuclear
GTP-
binding
protein
NUG1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=NUG1
PE=1
Sv=1-
[NUG1_YE
AST]
Pyruvate
dehydrog
enase E1
compone
nt subunit
beta,
mitochon
drial
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PDB1
PE=1
SV=2 -
[ODPB_YE
AST]

19.06

16.56

14.04%

22.40%

520

366



195 P46655

196 P05319

Glutamat
e--tRNA
ligase,
cytoplasm
ic
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=GUS1
PE=1
SV=3 -
[SYEC_YE
AST]

60S acidic
ribosomal
protein
P2-alpha
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPP2
A PE=1
Sv=1-
[RLA2_YE
AST]

16.36 9.60%

21.77 74.53%

708

106



197 P07991

198 P16467

Ornithine
aminotra
nsferase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CAR2
PE=1
SV=2 -
[OAT_YEA
ST]
Pyruvate
decarboxy
lase
isozyme 2
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PDC5
PE=1
SV=4 -
[PDC5_YE
AST]

19.67

19.53

18.16%

9.77%

424

563



199 P25294

200 P38998

Protein
SIS1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SIS1
PE=1
Sv=1 -
[SIS1_YEA
ST]
Saccharop
ine
dehydrog
enase

[NAD(+), L

lysine-
forming]
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=LYS1
PE=1
SV=3 -
[LYS1 YE
AST]

19.46

19.1

20.45%

24.66%

352

373



201 P53252

202 P38891

Sphingolip
id long
chain
base-
responsiv
e protein
PIL1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PIL1
PE=1
Sv=1-
[PIL1_YEA
ST]
Branched-
chain-
amino-
acid
aminotra
nsferase,
mitochon
drial
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=BAT1
PE=1
Sv=1 -
[BCA1_YE
AST]

18.95

18.78

15.93%

12.98%

339

393



203 P40482

204 P39730

Protein
transport
protein
SEC24
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SEC2
4 PE=1
Sv=1 -
[SEC24_Y
EAST]
Eukaryoti
C
translatio
n
initiation
factor 5B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=FUN1
2 PE=1
SV=2 -
[IF2P_YEA
ST]

18.75

18

8.53%

8.68%

5

926

1002



205 Q02931

206 P12385

NET1-
associate
d nuclear
protein 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=NAN1
PE=1
Sv=1 -
[UTP17_Y
EAST]
Eukaryoti
c peptide
chain
release
factor
subunit 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SUP4
5 PE=1
SV=2 -
[ERF1_YE
AST]

17.96

17.4

9.38%

15.79%

896

437



207 P38009

208 A6ZMA9

Bifunction
al purine
biosynthe
sis protein
ADE17
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ADE1
7 PE=1
SV=2 -
[PUR92_Y
EAST]
Ribosome
biogenesi
s protein
ERB1
0S=Sacch
aromyces
cerevisiae
(strain
YJM789)
0X=3077
96
GN=ERB1
PE=3
Sv=1-
[ERB1_YE
AS7]

17.33

17.05

17.57%

8.67%

592

807



209 P13663

210 P10869

Aspartate-
semialdeh
yde
dehydrog
enase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=HOM
2 PE=1
Sv=1 -
[DHAS_YE
AST]
Aspartoki
nase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=HOM
3 PE=1
SvV=2 -
[AK_YEAS
T]

17.03

16.8

16.71%

19.73%

365

527



211 P40991

212 P37292

25S rRNA
(cytosine(
2870)-
C(5))-
methyltra
nsferase
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=NOP2
PE=1
Sv=1 -
[NOP2_YE
AST]
Serine
hydroxym
ethyltrans
ferase,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SHM1
PE=1
SV=2 -
[GLYM_YE
AST]

16.68

16.62

13.27%

13.67%

618

490



213 P10614

214 P04840

Lanostero
| 14-alpha
demethyl
ase
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ERG1
1PE=1
Sv=1-
[CP51_YE
AST]
Mitochon
drial
outer
membran
e protein
porin 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=POR1
PE=1
Sv=4 -
[VDAC1 Y
EAST]

16.58 11.89%

16.39  28.98%

530

283



215 P07246

216 P17128

Alcohol
dehydrog
enase 3,
mitochon
drial
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ADH3
PE=1
SvV=2 -
[ADH3_YE
AST]
Actin
OS=Kluyv
eromyces
lactis
(strain
ATCC
8585 /
CBS 2359
/ DSM
70799 /
NBRC
1267 /
NRRL Y-
1140/
WM37)
0OX=2845
90
GN=ACT
PE=3
SvV=2 -
[ACT KLU
LA]

16.2

14.96

18.40%

12.00%

375

375



217 P02992

218 P27809

Elongatio
n factor
Tu,
mitochon
drial
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=TUF1
PE=1
Sv=1 -
[EFTU_YE
AST]
Glycolipid
2-alpha-
mannosyl
transferas
e
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=KRE2
PE=1
Sv=1 -
[KRE2_YE
AST]

14.92

14.7

11.67%

16.97%

437

442



219 P12695

Dihydrolip
oyllysine-
residue
acetyltran
sferase
compone
nt of
pyruvate
dehydrog
enase
complex,
mitochon
drial
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=LAT1
PE=1
Sv=1 -
[ODP2_YE
AST]

14.67

9.34%

482



220 P22138

221 P21147

DNA-
directed
RNA
polymera
sel
subunit
RPA135
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=RPA1
35 PE=1
Sv=1 -
[RPA2_YE
AST]
Acyl-CoA
desaturas
el
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=OLE1
PE=1
SV=2 -
[ACO1_YE
AST]

13.88

13.82

6.23%

8.43%

5

1203

510



222 P38264

223 P41056

SRP-
independ
ent
targeting
protein 3
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PHO8
8 PE=1
Sv=1-
[PHOS88_Y
EAST]

60S
ribosomal
protein
L33-B
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL3
3B PE=1
SV=2 -
[RL33B_Y
EAST]

13.63

13.22

25.53%

34.58%

188

107



224 P41057

225 Q04947

40S
ribosomal
protein
S29-A
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPS2
9A PE=1
SV=3 -
[RS29A Y
EAST]
Reticulon-
like
protein 1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RTN1
PE=1
Sv=1-
[RTN1_YE
AST]

13.06

12.57

35.71%

22.37%

56

295



226 P49367

227 P25567

Homoaco
nitase,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=LYS4
PE=1
Sv=1-
[LYS4 YE
AST]
RNA-
binding
protein
SRO9
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SRO9
PE=1
SV=2 -
[SRO9_YE
AST]

16.21

16.08

7.22%

14.06%

693

434



228 P00931

229 P05749

Tryptopha
n
synthase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TRP5
PE=1
Sv=1-
[TRP_YEA
ST]

60S
ribosomal
protein
L22-A
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL2
2A PE=1
SV=3 -
[RL22A_Y
EAST]

16.04

15.34

8.06%

32.23%

707

121



230 P25045

231 P42943

Serine
palmitoylt
ransferas
el
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=LCB1
PE=1
SV=2 -
[LCB1_YE
AST]

T-
complex
protein 1
subunit
eta
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CCT7
PE=1
Sv=1 -
[TCPH_YE
AST]

15.23

14.98

13.08%

8.55%

558

550



232 P21524

233 Q03940

Ribonucle
oside-
diphosph
ate
reductase
large
chain 1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RNR1
PE=1
Sv=2 -
[RIR1_YEA
ST]
RuvB-like
protein 1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RVB1
PE=1
Sv=1 -
[RUVB1_Y
EAST]

14.65

14.46

6.64%

16.85%

888

463



234 P20606

235 P38805

Small
COPII coat
GTPase
SAR1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SAR1
PE=1
Sv=1-
[SAR1_YE
AST]

Ribosome
productio
n factor 1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPF1
PE=1
Sv=1 -
[RPF1_YE
AST]

14.08

13.78

24.74%

19.32%

190

295



236 P33892

237 P00942

elF-2-
alpha
kinase
activator
GCN1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=GCN1
PE=1
Sv=1-
[GCN1_YE
AST]
Triosepho
sphate
isomerase
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TPI1
PE=1
SV=2 -
[TPIS_YEA
ST]

13.43

13.17

2.25%

26.21%

4

2672

248



238 P36008

239 P39692

Elongatio
n factor 1-
gamma 2
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TEF4
PE=1
Sv=1-
[EF1G2_Y
EAST]
Sulfite
reductase
[NADPH]
flavoprot
ein
compone
nt
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=MET1
0 PE=1
SV=2 -
[MET10_Y
EAST]

12.9

12.64

9.71%

5.51%

4

412

1035



240 P38910

241 P33201

10 kDa
heat
shock
protein,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=HSP1
0 PE=1
Sv=1 -
[CH10_YE
AST]
Ribosome
assembly
factor
MRT4
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=MRT4
PE=1
Sv=1 -
[MRT4_YE
AST]

12.62

12.38

63.21%

16.53%

106

236



242 P54839

243 P12945

Hydroxym
ethylgluta
ryl-CoA
synthase
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ERG1
3 PE=1
Sv=1 -
[HMCS_Y
EAST]

N-
terminal
acetyltran
sferase A
complex
subunit
NAT1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0OX=5592
92
GN=NAT1
PE=1
SvV=2 -
[NAT1_YE
AST]

12.35

12.1

10.59%

8.08%

491

854



244 Q12680

245 P23641

Glutamat
e
synthase
[NADH]
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=GLT1
PE=1
SV=2 -
[GLT1_YE
AST]
Mitochon
drial
phosphat
e carrier
protein
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=MIR1
PE=1
Sv=1-
[MPCP_YE
AST]

11.57

11.44

2.75%

19.29%

4

2145

311



246 P00958

247 P38689

Methioni
ne--tRNA
ligase,
cytoplasm
ic
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=MES1
PE=1
SvV=4 -
[SYMC_YE
AST]
Ribose-
phosphat
e
pyrophos
phokinase
3
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=PRS3
PE=1
Sv=1 -
[KPR3_YE
AST]

11.26

11.15

3.46%

11.88%

751

320



248 P40525

249 P39109

60S
ribosomal
protein
L34-B
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL3
4B PE=1
Sv=1-
[RL34B_Y
EAST]
Metal
resistance
protein
YCF1
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=YCF1
PE=1
SV=2 -
[YCFI_YEA
ST]

11.03

10.96

23.14%

1.91%

4

121

1515



250 P05747

251 A6ZV85

60S
ribosomal
protein
L29
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RPL2
9 PE=1
SV=3 -
[RL29_YE
AST]
Pescadillo
homolog
0OS=Sacch
aromyces
cerevisiae
(strain
YIM789)
0X=3077
96
GN=NOP7
PE=3
Sv=1 -
[PESC_YE
AS7]

10.47

10.46

13.56%

7.93%

59

605



252 P32582

253 P38353

Cystathio
nine beta-
synthase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CYS4
PE=1
Sv=1-
[CBS_YEA
ST]

Sec sixty-
one
protein
homolog
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SSH1
PE=1
Sv=1-
[SSH1_YE
AST]

14.31

13.28

10.85%

7.14%

507

490



254 P04173

255 P39990

3-
isopropyl
malate
dehydrog
enase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=LEU2
PE=1
SvV=4 -
[LEU3_YE
AST]

13 kDa
ribonucle
oprotein-
associate
d protein
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SNU1
3 PE=1
Sv=1 -
[SNU13_ Y
EAST]

12.24

11.63

11.81%

23.81%

364

126



Protein
GVP36
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC

256 P40531 204508/ 11.58 15.34% 1 3 3 3 326
$288c)
0X=5592
92
GN=GVP3
6 PE=1
Sv=1 -
[GVP36_Y
EAST]
Phosphoi
nositide
phosphat
ase SAC1
0OS=Sacch
aromyces
cerevisiae
(strain

257 P32368 ATcc 11.56 5.14% 1 2 2 3 623
204508 /
$288c)
0X=5592
92
GN=SAC1
PE=1
Sv=1 -
[SAC1_YE
AST]



258 P31412

259 P33322

V-type
proton
ATPase
subunit C
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=VMA
5 PE=1
SvV=4 -
[VATC_YE
AST]
H/ACA
ribonucle
oprotein
complex
subunit
CBF5
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CBF5
PE=1
Sv=1 -
[CBF5_YE
AST]

11.4

11.25

14.29%

7.25%

392

483



260 P32449

261 P16603

Phospho-

2-dehydro

3_
deoxyhep
tonate
aldolase,
tyrosine-
inhibited
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
S288c)
0X=5592
92
GN=ARO4
PE=1
SV=2 -
[AROG_YE
AST]
NADPH--
cytochro
me P450
reductase
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=NCP1
PE=1
SV=3 -
[NCPR_YE
AST]

11.01

10.77

11.35%

6.95%

370

691



262 P40215

263 P25694

External
NADH-
ubiquinon
e
oxidoredu
ctase 1,
mitochon
drial
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
S288c)
0X=5592
92
GN=NDE1
PE=1
Sv=1-
[NDH1_YE
AST]

Cell
division
control
protein
48
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CDC4
8 PE=1
Sv=3 -
[CDC48_ Y

10.76

10.53

5.89%

3.83%

560

835



264 P35691

265 P43555

Translatio
nally-
controlled
tumor
protein
homolog
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TMA1
9 PE=1
Sv=1 -
[TCTP_YE
AST]
Protein
EMP47
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=EMP4
7 PE=1
Sv=1 -
[EMP47_Y
EAST]

10.48

10.36

17.37%

9.44%

167

445



266 P32589

267 Q12754

Heat
shock
protein
homolog
SSE1
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=SSE1
PE=1
Sv=4 -
[HSP7F_Y
EAST]
Ribosoma
| RNA-
processin
g protein
12
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=RRP1
2 PE=1
Sv=1-
[RRP12_Y
EAST]

10.25

10.15

5.63%

4.89%

3

693

1228



268 A6ZUA1

269 P25349

ATP-
dependen
t RNA
helicase
DBP3
0S=Sacch
aromyces
cerevisiae
(strain
YJM789)
0OX=3077
96
GN=DBP3
PE=3
Sv=1 -
[DBP3_YE
AS7]
Flavoprot
ein-like
protein
YCP4
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=YCP4
PE=1
Sv=1 -
[YCP4_YE
AST]

10.14

10.04

10.71%

13.36%

523

247



270 P32476

271 P22137

Squalene
Monooxy
genase
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=ERG1
PE=1
SvV=2 -
[ERG1_YE
AST]
Clathrin
heavy
chain
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CHC1
PE=1
Sv=1 -
[CLH_YEA
ST]

9.99

9.94

5.24%

3.51%

3

496

1653



272 P40506

273 P35180

Phosphop
antothena
te--
cysteine
ligase
CAB2
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=CAB2
PE=1
SV=2 -
[PPCS_YE
AST]
Mitochon
drial
import
receptor
subunit
TOM20
0OS=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TOM
20 PE=1
Sv=1 -
[TOM20_
YEAST]

9.75

9.69

10.68%

27.32%

365

183



274 Q04067

275 P40462

Eukaryoti
C
translatio
n
initiation
factor 3
subunit G
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TIF35
PE=1
Sv=1-
[EIF3G_YE
AST]
Protein
TMA108
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=TMA1
08 PE=1
Sv=1-
[TM108_Y
EAST]

9.65 21.90%

9.63 6.55%

274

946



276 P04802

277 A6ZVM6

Aspartate-
-tRNA
ligase,
cytoplasm
ic
0S=Sacch
aromyces
cerevisiae
(strain
ATCC
204508 /
$288c)
0X=5592
92
GN=DPS1
PE=1
SV=3 -
[SYDC_YE
AST]
NADH-
cytochro
me b5
reductase
1
0OS=Sacch
aromyces
cerevisiae
(strain
YIM789)
0X=3077
96
GN=CBR1
PE=3
SV=2 -
[NCB5R_Y
EAS7]

9.61 5.21%

9.24 14.08%

557

284



278 P32911

279 P32565

Eukaryoti
c
translatio
n
initiation
factor elF-
1
0S=Sacch
aromyces
cerevisiae
(strai