Table S3. Identification data of the proteins listed in Table 3.
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Identification:
gi| 6322746 Mass: 57057 Score: 275 Expect: 5.7e-21 Matches: 21

Lapd4p [Saccharomyces cerevisiae 5288¢]
Obhserved Mr (expt) Mr (calc) rpm  Start End Miz=s Peptide
§1E8.5140 BE17.50618 BE17.5062 .74 140 - 14§ ] .LEFVSFE.D
BB7.48E69 BB6.4B16 BE86.4E14 .31 295 - 301 ] .HFLFAFR.L
S06.4462 905.4410 0%.443¢8 -2.91 498 - 502 ] .FFNGEFFE.H
%25.5115 924.5042 24.5068% -2.%0 441 - 447 LVQYFQIELN
1058.5822 1057.5750 1057.5768 -1.71 351 - 380 .GGLLESVVER. S
1234.6698 1233.6626 1233.6717 -T7.42 107 - 1118 NGTHLSAFILGE.N
1339.6973 1338.6901 1339.6932 -2.33 437 - 447 JHGDEVOQYFQIELH
1365.6914 13E54.65841 1384.6B29 .85 496 - 505 .FFNGEFEHWR. 3
1392Z2.6030 1391.5957 1391.5953 .2 B9 - 101 NWODSIGEDGGE.F
1428.7557 14Z7.74BS5 1427.7442 .96 191 - 203 ALVDSTPLEVCR.I + Propicnamide (C)
1451.8215% 1450.8141 1450.8144 -0.2 125 - 1359
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1459.7629 1458.7556 1458.7427 g.87 452 - 487 a 3

1570.8%26 156%9.8653 156%.B730 4.65 287 - 301 1 .GTIGGIGEHFLFAER.L

1591.85871 1590.868593 15%0.BEL17 5.13 249 - Zel 1 .SPLEGEHCIHLLR.Y + Fropicnamide (C)
1654.5042 1653.8970 1653.B872 5.89 468 - 4B2 a .TIDLGIAQLSMHSIR.A

1670.8941 1le69.8663 1l66%.BEZ1 2.79 4868 - 4B2 a LTIDLGIAQLSMHSIR.A + Oxidation (M)
1868.0062 16E7.000% 18856.9E8%90 6.26 155 - 171 a IAVAPYGETLNELWLDR.D

15%08.0048 1906.9975 1906.9941 1.78 204 - 221 a .IPSLAPHFGKFAEGFFDE.E

2556.3653 2555.358 2555.345¢ 3.30 155 - 1738 1 IAVAPYGETLNELWLDRDLGIGER. L
2869.2572 Z2B63.2659% 2ZB68.2B25 2.58 222 - 247 i} LEDQTIFVIGFFTPDEEGHNEFFTDDEE. K
2947.35%B61 2946.39083 2946.3618 9.85 321 - 346 a WHTEESDLEFSTVILYDNEEIGSLTR.Q

No match to: 10€6.5%7¢, 1496.7524, 1719.%530, 1904.0052, 3T10.78Z5


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20120521%2FFtGcOeant.dat&hit=1
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Identification:
gi|323308744 Mass: 53064 Score: 277 Expect: 3.6e-21 Matches: 20
YHR113W-1ike protein [Saccharomyces cerevisiae Fosters(]
Chserved Mr (expt) Mr (calc) rpm  Start End Miss Peptide
727.3534 72&.3461 T726.3337 17.1 468 - 472 o} K.EFFER.Y
1088.5154 1097.5081 1097.5254 -15.79 47 - E& 4] R.DSWAGHVAQE.S
1148.6728 1147.6655 1147.86713 -5.08 152 - 1418 4] K.IPTLAIHLDE.D
1180.7408 117%.7335 1175.733% -0.35 148 - 153 1] R.LVDLNRPLLE.T
1201.€%05 1200.8832 1200.8979% -12.1B 2la - 228 Q R.HHAELLGLIAK.E
1220.6387 121%.8314 1215.6561 -20.25 64 - Q R.NGSS5IIAFAVGEE.W
1251.6127 1250.6054 1250.6143 =-7.05 200 - 210 4] K.EINNGEFTSIE.L
1321.70068 1320.8933 1320.7112 -13.4%9 388 - 400 Q R.YMINSPGLVLVE.ER
1337.6%02 1336.6B82% 1336.7081 -17.33 588 — 400 4] R.YMTHSPGLVLVE.R + Oxidation (M)
1394.¢66l6 1393.6543 1383.6725 -13.08 452 - 464 o} R.ETGGESADLEFQIK.L
1540.8023 1539.7950 1535.8144 -12.59 175 - 182 Q R.ETQLLPIGGLQEDE.T
1e09.7817 1608.7744 1608.79%3 -15.&0 187 - 210 1 K.TEEEINNGEFTSIE.A
1652.9679 1e651.8606 1851.871¢ -5.62 437 - 451 Q R.TLDLGHEPVLIMHSIE.E
1e6E.8605 1667.8533 16687.B865 -7.893 437 - 451 4] R.TLDLGHEVLEMHSIE.E 4+ Oxidaticn (M)
1722.%360 1721.5287 1721.9484 -10.31 367 - 382 Q K.YESQHEPLLGGGEVIE.I
1732.9622 1731.9550 1731.98&32 -4.73 155 - 173 1 K.IPTLAIHLDRODVHOE.F
1870.0244 1969.0171 196%.03613 -5.99 179 - 138¢ 1 R.ETOLLPIGGLOEDKETERE.T
2103.0450 2102.0378 2102.0545 -7.98 77 - Be& o} K.WEPGHNPIAITGAHTDSFALR.I
2202.0842 2201.076% 2201.0064 -8.88 327 - 347 4] K.GDESDQTEELFHSAILETSAE.S
2471.2462 2470.238%9 2470.23%3 -0.18 13 - 33 1 K.EFVSFLWNSSHSPYHTVHNIFE.H

No match to: 1045.5548


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20120521%2FFtGcOeath.dat&hit=1
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Identification:
gi|207342034 Mass: 48341 Score: 203 Expect: 1le-13 Matches: 4
YMR307Wp-1like protein [Saccharomyces cerevisiase ANRI1E31]
Observed Mr (expt) Mr (calc) ppm  Start End Miss Ions Peptide
1207.5574 1206.5501 1204,.5378 10.1 312 - 321 o] 43 E.YGAYSFCTPE.E + Propionamide (C)
1679.8047 1878.7874 1678.7812 3.87 322 - 334 o] 44 E.EQLSFVMNLYYEE.S + Oxidation (M)
1695.80658 16%54.78%6 1694.7748 14.6 80 - 104 i - R.KIPVGYSSNDDEDTR.V
2287.18%6 2286.1824 2286.1855 -1.3% 3 - 24 0 as K.ALNDADIYVIADLAAPATSINR.D

No match to:

1255.65%0,

1441.7122, 1631.82%8,

1732.7874, 1922.58551, 3345.3503, 3507.3%59%0, 3669.4629%9


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20121002%2FFtGeozsmt.dat&hit=1
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Identification:
gi]6320849 Mass: 22503 Score: 145 Expect: 5.7e-08 Matches: 9
Prelp [Saccharomyces cerevisiae 5288c)
Observed Mr (expt) Mr (calc) ppm  Start End Miss Peptide
915.5216 914.5143 914.5185 —-4.682 183 - 180 1 K.IVDEDGIR.Q
950.4120 945.4047 945.4141 -5%.82 181 - 183 0 R.OVDDFQRQ. -
1032.3271 1031.51%3 1031.5321 -11.891 163 - 170 4] K.LCVQELEK.R + Fropicnamide (C)
1146.6278 1145.6205 1145.8282 -7.81 & - 18 4] R.VODSVILASSE.L
1621.8742 1620.8670 1620.8624 2.8 96 - 109 4] R.RPYOVHVLIGGYDE.E
1681.8746 1eB80.85674 1680.8723 -2.92 112 - 123 4] K.NEPELYQIDYLGTE.V
1726.8333 1725.8261 1725.8210 2.85 1 - 85 4] R.EDYELSPQAVISEVE.Q
4272.1755 4271.1682 4271.0310 32.1 126 - 182 4] K. VELFYGAHGYSGFYTFSLLOHHYRPDMITEEGLDLLE. L
42688.1835 4287.1762 4287.02Z5% 35.1 126 - 182 4] K.VELFYGAHGYSGEFYTFSLLOHHYRPDMTTEEGLDLLE.L + Oxidation (M)

No match to: 972.5487, 983.5
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http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20120521%2FFtGcObYth.dat&hit=1
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Identification:
gi]11514002 Mass: 23286 Score: 194 Expect: 7.2e-13 Matches: 10
Chain E, & Gated Channel Into The Proteasome Core Particle
Ob=zerved Mr (expt) Mr{calc) pem Start End Mis=s Peptide
809.45680 B08.4487 £08.4443 5.46 1 7 0 —.TTTLAFR.F
938.4897 837.4B824 837.4821 0.40 1e0 187 0 E,.SILRAZAHE.D
1240.€845 1238.6772 123%.6883 -7.34 B2 91 0 E.ILSNLVYQYK.G
1261.6886 1260.6B13 1260.682& -1.05 g 1% 0 R.FQECIIVAVDSRE.A
1332.6844 1331.8771 1331.65834 -4.70 20 32 0 B ATRCNWVASQTVE.K
1421.6790 1420.6717 1420.6834 -3.22 200 212 1 E.VEEEEGSFNNVIG. -
1508.7573 1507.7500 1507.7553 -3.86 146 158 0 KE.WDLSVEDALYLGE.R
1572.7225 1571.7152 1571.7104 3.07 108 121 0 K.EGPTIYYVDSDGTR.L
1700.8175 1&95.8102 169%.B053 2.87 107 121 1 R.EEGPTIYYVDSDETR.L
2412.1086 2411.1013 2411.1104 -3.77 124 145 0 E.GDIFCVESGOTFAYGVLDSNYE.W + Propionamide


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20120521%2FFtGcObSSO.dat&hit=1
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|dentification:
gi]11513426 Mass: 21481 Score: 251 Expect: 1.4e-18 Matches: 16
Chain N, Crystal Structure Of Epcxomicin:20s Proteascme Reveals A Mcolecular Basis For Selectivity Of Alpha,Beta-Epoxvke
Observed Mr (expt) Mr (calc) ppm Start End Miss Peptide
980.4863 975.4790 975.48682 -7.34 145 - 15¢ 4] K.EETVDFIE.H
997.5306 996.5233 996.53514 -3.14 1 - 9 -.TSIMAVIFE.D
1002.52435 1001.5171 1001.514z2 2.89 10 - 1% 4] K.DGVILGADSE.T
1013.5226 1012.5153 1012.5263 -10.8 1 - 9 4] -.TSIMAVIFE.D + Oxidation (M)
1033.5107 1032.5035 1032.498% 4.44 165 - 174 4] K.WDG33GGVIR.M
1067.5549 1066.5477 108€.5407 6.52 20 - 25 4] R.TTTGAYIZNE.V
1145.6336 1144.6263 1144.86274 -0.97 175 - 185 4] R.MVVLTARGVER.L
1161.6216 1160.6143 1180.8223 -6.93 175 - 185 4] R.MVVLTAARGVER.L + Oxidation (M)
1301.6247 1300.6174 1300.6165 0.39 37 - 45 1 R.VHDEIWCCR.S3 + 2 Propicnamide ()
1429.6718 1423.6645 1428.6813 -11.75 186 - 18¢ 4] R.LIFYPDEYEQL.-
1456.7750 1455.7677 2 -3.09 108 - 121 4] K.GEVYTIPLGGSVHE.L
1564.7690 1583.7617 0 -10.45 91 - 105 4] K.DNLTAGIIVAGYDDE.N
1698.5108 1697. -3.86 106 - 121 1 K.NEGEVYTIPLGGSVHE.L
2086.58635 2095, -6.4Z2 122 - 140 4] KE.LPYATAGSGSTFIYGYCDE.N + Propionamide (C)
2515.1%50 2514. -2.79 g4 - 105 1 K.ELCYENEDNLTAGIIVAGYDDE.N + Propicnamide (C)
4020.5%92 4019, 1.0 46 - 83 4] R.5G5RADTOATADIVOYHLELYTSOYGTPSTETRARSVEE.LE
No match to: 115&.5%62, 1866.9107, 3035.35264


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20120521%2FFtGcObYat.dat&hit=1
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Identification:
gi|3114282 Mass: 25903 Score: 109 Expect: 0.00023 Matches: 8
Chain N, Crystal Structure Of The 20s Proteasome From Yeast At 2.4 Angstroms Resolution
Observed Mr (expt) Mr (calc) ppm Start End Miss Peptide
780.4249 779.4177 779.4178 -0.13 203 - 209 0 K.NTGLTFK.K
1020.5641 1019.5568 1019.5651 -8.16 194 - 202 0 R.NFSLAIIDK.N
1589.8452 1588.8379 1538.8495 -7.29 1.—: A5 0 -.TQOPIVIGTSVISMK.Y
1605.8338 1604.8265 1604.8444 11.13 1= X5 0 -.TQOPIVIGTSVISMK.Y + Oxidation (M)
1631.8465 1630.8393 1630.8348 B i 168 - 182 0 K.TTVQVAEEAIVNAMR.V
1647.8321 1646.8249 1646.8298 -2.97 168 - 182 0 K.TTVQVAEEAIVNAMR.V + Oxidaticn (M)
2111.0715 2110.0642 2110.0695 ~2247 16 - 35 0 K.YDNGVIIAADNLGSYGSLLR.F
2581.2919 2580.2847 2580.2854 -0.28 42 - 65 0 R.LIPVGDNTVVGISGDISDMQHIER.L + Oxidation (M)
No match to: 2980.9648


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20120521%2FFtGcOecmt.dat&hit=1
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Identification:

gi|298508225

Mass:

T
2000

25337

T
2500

Chain D, Proteascome Activatcr Complex
Observed

820.
1053.
1134.
1144.
1648.
181s.
2325.
2657.
29089.

No match to:

4969
5469
5359
6443
8790
9241
2071
4348
4633

Mr (expt) Mr (calc)
919.4897 919.4876
1052.5396 1052.547S
1133.5286 1133.5321
1143.6370 1143.649%
1647.8717 1647.8719
1815.9168 1815.9115
2324.1998 2324.1914
2656.4276 2656.41384
2908.4560 2908.4356
1111.5450

T
3000

Score:
ppm Start
2.27 98

-7.49 73
-3.12 24
-11.29 182
-0.14 82
2.91 51
3.63 104
3.44 43
7.04 104

151

End Miss

103
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32
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Expect: 1.4e-08 Matches: 9

Peptide

JYVAGVQQR.Y

.ARVEAQSHR.L

.NCVVLGCER.R + 2 Propicnamide (C)
.SLLEVVQTGAK.N

.LTLEDPVIVEYLTR.Y

. IDSHVVLSFSGLNADSR. I
.YTQSGGVRPFGVSTLIAGFDPR.D

. ITPSKVSKIDSHVVLSFSGLNADSR.I
.YTQSGGVRPFGVSTLIAGFDPRDDEPK.L

oo omoR W™ R R


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20120521%2FFtGcObSah.dat&hit=1
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Mass-spectrum:

No match to:

2265.0097,

2851.3574
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|dentification:
gi|3114281 Mass: 24836 Score: 120 Expect: 1.8e-05 Matches: 7
Chain M, Crystal Structure Of The 20s Proteasome From Yeast At 2.4 Angstroms Resolution
Observed Mr (expt) Mr (calc) ppm Start End Miss Peptide
831.4664 830.4591 £30.4610 -2.21 84 - 91 0 K.LSINSAAR.N
1013.4514 1012.4442 1012.4462 -1.96 186 - 194 0 R.DSFTSATER.H
1079.5887 1078.5814 1078.5910 -8.86 174 - 182 b) K.YLSVEEVIK.L
1182.5769 1181.5696 1181.5676 1.65 29 - 38 0 R.NITDYSINSR.Y
1546.7313 1545.7240 1545.7100 9.09 120 - 133 0 K.GAVYSFDPVGSYER.E
2080.0432 2079.0359 2072.045% -4.80 138 - 157 0 R.AGGRAASLIMPFLDNQVNFK.N + Oxidation (M)
2516.1182 2515.1109 2515.1359 -9.94 43 - 66 0 K.VFDCGDNIVMSANGFARDGDALVK.R + Oxidation (M); Propicnamide (C)


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20120521%2FFtGcObSSm.dat&hit=1
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Identification:
gi| 6323547 Mass: 27145 Score: 550 Expect: 1.8e-48 Matches: 15
Prefp [Saccharomyces cerevisiae 5283c]
Ob=served Mr (expt) Mr (calc) ppm Start End Miss Ions Peptide
858.4728 BE57.48658 B57.5222 -66.04 108 - 11é& 0 —-—- K.LLVSEVAE.I
902.4785 901.4712 901.5233 -57.73 30 - 38 o -— K.QGVIELEIK.A
1067.508B8 1066.5015 1066.5335 -29.97 100 - 108 1} 54 R.I¥YGEYPPTE.L
1075.5131 1074.5058% 1074.5305 -23.02 238 - 246 0 —-— K.LTSCEINDR.L
1102.5759% 1101.5686 1101.6030 -31.18 35 - 48 0 -—- K.ATNGWVVIATEE.K
1203.6157 1202.6084 1202.6255 -14.20 237 - 24¢ 1 —- R.ELTSQEINCR.L
1223.6262 1222.618% 1222.8346 -12.82 95 - 108 1 —- E.RIYGEYPPTE.L
1291.70B1 1290.7008 1280.7183 -13.80 18 - 28 [} 78 K.LGOIDYALTAVE.Q
13537.6480 1336.6407 1336.6544 -10.25 51 - 63 o -— K.335PLAMSETLSK.V
1353.6402 1352.6330 1352.84%3 -12.08 81 - &3 o — K.355PLMAMSETLSK.V + Cxidation (M)
1421.6838 1420.6766 1420.6875 -7.867 5 - 17 0 79 R.¥5FSLTITFSPSGE.L
1501.7880 1500.7808 1500.7784 1.80 238 - 250 1 —- K.LTSQEINDELEAL. -
2111.0€00 2110.0527 2110.0405 8 o 13% K.WSLLTPDIGAVYSGHMGEDYR.V
2127.0580 2126.0507 2126.0354 8 0 -—- E.VSLLTPDIGAVYSGHMGPDYR.V + Oxidaticn (M)
3621.7793 3620.7720 3620.7257 0 -—- K.ESVEGEFNGDTIELAIIGDENPDLLGYTGIPTDE.G

No match to: 1276&.68245, 15
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http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20120521%2FFtGcObYeL.dat&hit=1
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Identification:
gi|3114271 Mass: 27003 Score: 467 Expect: 3.6e-
40 Matches: 9
Chain C, Crystal Structure Of The 203 Proteasome From Yeast At 2.4 Angstroms Resolution
Observed Mr (expt) Mr(calc) rpm Start End Mizs Tons Peptide
549.4430 E48.4557 £43.475¢& -4&.895 210 - Z21& o -— R.LEFATIE.K
SEB6.5208 89E5.3135 985.5343 -21.30 82 - 9% o - R.IHRQHNYLE.T
1002.5741 1001.5688 1001.590% 2 g 228 - 235 o -— K.IFEPQEIEK.D
1007.5056 1006.4983 1008.5084 -5.98 8 - 17 o} 48 R.TTIFSPEGR.L
1560.8267 155%9.8195 155%.B185 -0.03 100 - 112 4] ga K.TYNEDIEVEILVR.R
1679.8610 16783.8537 1678.B862%5 -5.25 50 - &4 1 —-— R.EVISTLLEQDTSTEE.L
2080.0345 205%9.0273 Z05%.0222 2.47 1898 - Zie 1 80 K.TTDSSALTYDRELEFATIR.E
2098.9%561 2097.9508 2087.9432 3.62 143 - 1&0 o 132 R.YGYQLYTSHPSGHNYTGWE . &
2704.3071 2703.29%98 Z2T03.2E30 6.20 118 - 142 0 -- K.QGYTQHGGLRPFGVSFIYAGYDDR.Y
No match to: 1360.6763, 1362.5%70, 1750.8711, 2114.%560, 3094.5718, 3323.6187, 3337.6344


http://www.matrixscience.com/cgi/protein_view.pl?file=..%2Fdata%2F20120521%2FFtGcObYSR.dat&hit=1
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Identification:
gi]298508226 Mass: 27525 Score: 217 Expect: 3.6e-15 Matches: 13
Chain E, Proteasome Activatcr Complex
Observed Mr (expt) Mr (calc) ppm Start End Miss Peptide
725.3733 724.3660 724.3578 11.4 1 5 0 -.MFLTR.S + Acetyl (Protein N-term); Oxidation (M)
744.4316 743.4243 743.4177 8.88 67 72 0 K.IVEIDR.H
859.4103 §58.4030 858.4018 1.45 87 93 0 R.SMIEHAR.T + Oxidation (M)
$14.5503 913.5430 913.5484 -5.91 185 202 0 K.ERELLVLK.I
$29.5254 928.5181 928.5229% -5.23 44 52 0 K.EGVVLGVEK.R
1036.4968 1035.4895 1035.4985 -8.71 11 20 0 R.GVSTFSPEGR.L
1038.4456 1037.4383 1037.4414 -3.00 123 132 0 R.FGEGASGEER.L
1389.7084 1388.7012 1388.7035 -1.6é86 54 66 0 R.ATSPLLESDSIEK.I
1439.7723 1438.7651 1438.7708 -3.95 21 32 0 R.LFQVEYSLEAIK.L
1519.7349 1518.7276 1518.7348 -4.73 212 224 0 K.LDENNAQLSCITK.Q + Propicnamide (C)
1545.8164 1544.8092 1544.804¢ 2.88 83 66 1 K.RATSPLLESDSIEK.I
2498.2448 2497.2375 2497.2448 -2.93 171 194 0 K.AIGSGSEGRQAELLNEWHSSLTLK.E
3324.6246 3323.6173 3323.5980 5.81 94 1z2 0 R.TRAAVTENLYYDEDINVESLTQSVCDLALR.F + Propionamide (C)
No match to: 2363.1102
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Identification:
gi]323309416 Mass: 21263 Score: 87 Expect: 0.039 Matches: 5
Pup3p [Saccharomyces cerevisias Fostersl]
Observed Mr (expt) Mr (calc) ppm  Start End Mis=s Peptide
1089.55814 10B8.5742 1083.58B2¢ -7.73 15 Z5 0 R.LESQSLEVSNE.F
1220.5782 1219.570% 121%.5&89 1.64 5 14 0 E.DCVAIACDLR.L + 2 Propicnamide (C)
1493.7990 1492.7918% 1482.7885 2.18 15 28 1 R.LGSQSLGVSHNEFEE. I
1651.8803 1650.8730 1650.8770 -2.4Z2 B 101 0 R.FEPYEVGEEVVAGINSE. S
2070.0509 2069.043& 208%.0317 5.7EB &7 B4 0 R.AIEPETFTIQLVSSSLYER.R

No match to: 1674.85348, 16%30.32:24
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Identification:
gi|6321826 Mass: 64394 Score: 247 Expect: 3.6e-18 Matches: 17
PutZp [Saccharomyces cerevisiae S288c]
Observed Mr(expt) Mr(calc) ppm Start End Miss Peptide
817.4177 816.4104 816.4130 -3.20 43 - 48 0 K.DWDLLR.ZA
§49.4580 §48.4508 §48.4643 -16.00 357 --363 0 R.LYLPESK.S
864.4942 663.4869 £83.4875 -0.71 543 - 551 0 K.AGGPNILSR.F
986.5383 985.5311 985.5345 -3.50 30 - 37 0 R.NEEVKPFR.N
1041.4886 1040.4613 1040.4927 -10.97 342 - 350 0 R.GTFEFQGQK.C
1275.5941 1274.5869 1274.5931 -4.93 510 - 520 0 K.FSAGNFYINDK.C
1305.5934 1304.5862 1304.5925 -4.83 560 - 569 0 K.ENFYELTDFK.Y
1318.7103 1317.7030 1317.7081 -3.89 435 - 446 0 K.SQGWFVGPIVIK.A
1400.7576 1399.7504 1399.745% 3.16 38 - 48 1 R.NIDLKDWDLLR.Z
1499.8105 1498.8032 1498.79%1 2.76 56 - 69 0 K.SSSLEVPLVINGER.I
1607.7435 1606.7363 1606.7450 -5.44 397 - 410 0 R.GFMGPVIHEQSFDK.L + Oxidation (M)
1637.7946 1636.7873 1636.7780 5.65 521 - 535 0 K.CTGAVVSQOWFGGAR.M + Propionamide (C)
1749.8315 1748.8242 1748.822¢6 0.94 139 - 153 1 K.YRYDMLAATMLGOGK.N + 2 Oxidation (M)
1767.8823 1766.8750 1766.8727 3232 420 - 434 1 K.KDPELEILYGGQYDK.S
2058.8901 2057.8828 2057.8894 -3.22 560 - 575 1 K.ENFYELTDFKYPSNYE.-
2243.0261 2242.0189 2242.0178 0.486 176 - 185 0 K.YASDLYAQQPVESADGTIWNK.A
2620.3509 2619.3436 2615.3405 1.19 77 - 100 0 R.ALFPQTNPANHQQOVLANVIQATEK.D
No match to: 2423.2348
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Identification:
gi| 6321427 27983110 Score: 110 Expect: 0.00018 Matches: 8
Scllp [Saccharomyces cerevisiae 5288¢])
Observed Mr (expt) Mr {calc) rpm  Start End Miss Peptide
1156.6080 1155.5987 1155.8037 -4.30 15 24 Q0 R.HITIFSPEGE.L
1324.66B8 1323.6616 1323.6605 o] 121 131 Q R.MANLSQIYTOR.A
1340.6577 1339.6505 133%.85554 -3 121 131 Q0 R.MANLSQIYTQR.A + Oxidation (M)
1401.7342 1400.726% 1400.7372 -7.34 34 46 Q KE.ATHNOTNINSLAVR.G
14358.7653 1433.75B1 1438.7802 -1.52 78 81 Q0 R.TIGMVVNGFIPDAR.N
1455.7399 1454.732¢& 1454.7552 .50 738 o1 Q0 R.TIGMVVNGPFIPDAR.N + Oxidaticn (M)
1601.7799 1e00.7726 1600.7845 -7.45 175 137 0 K.QUEITTHNLENHFE.EK
1698.8347 1697.8274 16%7.B280 0.B3 231 244 1 K.DEFFILSAENIEER.L
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