Table S5. Identification data of the proteins listed in Table 5.
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£i1398365597 Mass: 31042 Score: 119 Expect: 3e-05 Matches: 7

EBmhZp [Saccharomyces cereviziae S5288c]

Obzserved Mr (expt) Mr (calc) ppm Start End Miss Peptide

907.5216 906.5144 906.5174 -3.40 44 - 51 1] R.NLLSVAYK.N

1110.59%38 11095.5865 1109.5829 3.23 77 - 85 0 K.SEHQVELIR.S

1215.5812 1214.5539 1214.5587 -2.32 133 - 143 0 R.YLAEFSSGDAR.E

1367.7 1366.7224 1366.7204 1.42 75 - 8 1

1461.7239 1460.7166 1460.7107 4.05 30 - 43 0 .

1833.9838 1832.9765 1832.9832 7.28 156 - 172 0 K SEL

2001.8733 2000.8660 2000.881% -7.83 14 - 23 1 K.LAEQAFERYEEMVENME.A + 2 Cxridation (M)

Ho match to: 1940.3135


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20130307%2FFtEmfrEaS.dat&hit=5
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K.SSHNSNSFTSTK.H

K.HNSSNNYTQAR.N

K.FMSWARAILATPEPE.R
K.EMSWRAATIATPEPE.A + Cxidation (M)
K.TESPLENVAELEK.E
K.EQQHSYVPQQHLPNPEDDITYK. S
K.KEQQHSYVPQOHLFNPEDDITYK.S
K.HDVPQDSNDNMNEELEAQGQOAQEK . N

K. NNYNYYQTONGQEQOSPNOQGVAQHSEDSQOK. Q


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20130208%2FFtEofxTaO.dat&hit=1
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LOYFOVGGPIANIE. I

. DNNNNHNYCQORR . N
.GYGFVSFTSQDDAQNAMDSMOGODLNGRPLR. I
LGYGEVSFISQDDAQNAMDSMOGODLNGREPLE.I + Oxidation
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http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20130208%2FFtEofxTtO.dat&hit=1
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RpnlOp [Saccharomyces cerevisiae S5288c)
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1199.6343
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1578.7375
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1867.8352
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R.VLSTFTAEFGE.I
R.IVAFVCSPISDSR.D
E.LSMEEEQQRQER.L + Oxidation
M.VLEATVLVIDNSEYSR.N
R.NSNPENTIVGLISGAGANFR.V
K.BNSNPENTVGLISGAGANFR.V

(M)


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20130208%2FFtEofxHmR.dat&hit=2
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Sgt2p [Saccharomyces cerevisiae S5288c
Obzerved Mr (expt) Mr (calc) ppm  Start End Miss Peptide
1187.6736 1186.6663 1186.6557 8.81 zls Z27 1 K.KVEQSLNLEK.T
1394.7570 1393.7497 1393.7354 10.3 131 142 o SVLPTHAIYYANR.A
1481.6616 1480.6543 1480.6472 4.79 278 288 ] E.MMSNPGAMONIQK.M + 2Z COxidation (M)
1497.656% 1496.6496 1496.64922 4.88 278 288 o JMMSNPGAMONICOK.M + 3 Oxidation (M)
1570.7581 1569.7508 1565.7311 1z.8 158 171 o .DRESRISIDESYFR.G
1617.8412 1616.8339 1616.8158 11.2 143 157 1 D
1661.8358 1660.82Z285 1660.8090 11.8 136 210 1 R.D
1677.829% 1€76.8226 1676.803%9 11.1 196 210 1 R.D + Oxidation (M)
1724.8991 1723.8918 1723.8780 T7.88 181 pR-1-Y 1 YAQGKPEERLEAYEK.V
1872.8711 1871.963% 1871.948%9 7.87 58 T4 1 . SEFKGOHLADILNSASR.V
2564.1847 2563.1574 2563.1795 -g2.81 297 321 0 R.QMAEGFASGGGTPNLSDLMNNEALR.N + Oxidation (M)

Ho match to:

1315.7882,

2581.1348, 2785.3130


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20130208%2FFtEofxTtR.dat&hit=1
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gi116304381 Mass: 48307 Score: 108 Expect: 0.00054 Matches: 16

Sup35p [Saccharomyces cerevisiae]
Observed Mr (expt) Mr (calc) ppm Start End Mis=s Peptide
887.4207 886.4134 .4072 @ 3 - 335 0 K.Y

938.4867 537.4754 -7.94 - 285 1 R.
1043.5104 1042.5031 -4.98 - 336 1
1089.5063 4990 -33.00 - 168 0 K.
1114.5823 .5750 -6.17 338 - 347 o] R
6E8TZ 7.6599 .08 141 - 151 1 E
1192.5354 4.26 406 - 415 0 E
4.79 1 R.
13.86 3 K.RTIEKYEREZK.D
-2.20 1 K.STMGGHNLLYLIGSVDER.T
3.82 1 R.QGWYLSWVMDINKEER.N
1.36 0 K.MYVSEMIGGASQADVGVLVISAR.K
-2.18 o K.MYVSEMIGGASQADVGVLVISAR.K + Cxidation (M)
-0.20 2 R.OGWYLSWWVMDTIH! RNDGK.T
-4.38 o K. NFNYNNNLOGYQAGFQPOSOGMSLNDFOR
4.86 338 - 37 3 K.RRYTILDAPGHEMYVSEMIGGASCADVGV
1347.6540, 1366.6686, 1373.6664, 14 7 539,
2110.9431, 2764.375%, 3155.3018, 3391 3 4744.3942,



http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20131213%2FFTnoCnTEh.dat&hit=1

