Stanton, Sluka et al: Proteomic changes in rat spermatogenesis in response to in
vivo androgen manipulation; impact on meiotic cells.

Table S3
Mass Spectra for Identified Proteins

Spot 1 (A3 20080606) — Phosphatidylethanolamine-binding protein 1 (Pebp1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 912.5, 21817] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 1 (Z0080606-A3) Pebp1
MS+MS/MS
Calculsted  Observed  +eppm  start end Sequence Ion Scors C.1.% Modification
551.4839]  B51.4835 0 180 187 LHDGLAGK
912.4937 9124913 3 149 155 FKVESFR
912.4937 9124913 3 149 155 FKVESFR 55 100
1351674 1351.6621 9 27 39 VDY GGYTVDELGK
1361674 13516621 K] a7 39 VDY GGYTVDELGK 50 99.959
1560.8266)  1560.8161 7 63 76 LYTLVLTDPDAPSR 33 99.949
1560.8266)  1560.8161 7 63 76 LYTLVLTDPDAPSR
1686.9216  1688.9044 -10 63 77 LYTLWLTDPDAPSRK
1756.8896  1758.8826 -4 a1 93 FREWHHFLWWNMIK Oxidation (M)
17568096 1758.8826 4 a1 93 FREWHHFLWWNMIK Oxidation (M)
1963.9607  1963.3595 0 84 113 GNDISSGTYLSEYVGSGPPK 91 100
1963.9507  1963.3595 0 84 113 GNDISSGTYLESEYVGSGPPK
2514.2656 2514.29 10 40 B2 VLTPTQVMNRPSSISWDGLOPGK Oxidation (M)
2643.3008  2B43.3284 10 84 119 GNDISSGTYLSEYVGSGPPKDTGLHR
2643.3008  2B43.3284 10 84 119 GNDISSGTYLSEYVGSGPPKOTGLHR 55 100
Spot 1 (Z00B0606-A3) Pebp1
PMF/MALDI
Calculasted  Observed  +-ppm start end Sequence lon Score C.1.% Modification
1350.6667 | 1351.6636 -8 27 39 R.VDYGGYTVDELGK.Y
2513.2584 25142871 ] 40 B2 K VLTPTOVMNRPSSISWDGLOPGK. L Oxidation (M)
1550.8195  1560.8134 9 B3 76 K LYTLYLTDPDAPSR. K
1687.9145  1688.8999 -13 B3 77 K LYTLYLTDPDAPSRK.D
2026.0891  2029.0914 2 B3 80 K LYTLYLTDPDAPSRKDPK. F
1767.8824|  1758.8802 5 a1 93 K FREWHHFLVVNMIK G Oxidation (M)
14547129 14556968 -16 83 93 R.EWHHFLWWNMK. G Oxidation ()
1962.9535  1963.9589 -1 94 113 K. GMNDISSGTVLSEYWGSGPPK.D
26422936 26433196 7 94 119 K GMNDISSGTVLSEYWGSGPPKOTGLHR. ¥
10866029 10976028 7 147 155 R.GKFKVESFR.K
911.4865  512.4925 -1 143 155 K.FKVESFR.K
1039.5815  1040.5854 3 149 156 K.FKVESFRK.K
2704.2955  2705.303 0 156 179 R.KIKYHLGAPYVAGTCFOAEWDDSYPK. L
880.4767  B81.4835 0 180 187 K.LHDOLAGK.-



Spot 1 (D4 20080815) - Phosphatidylethanolamine-binding protein 1 (Pebp1)
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Spot 1 (20080815.D4) Pebp1

MS+MS/MS
Calculated
581.4839
9124937
9124937
1351.674
1351.674
15608268
15608268
1758.88%96
1758.88%96
1963.9607
1963.9607
25142656
2643.3008
2643.3008

912.4929

4700 Reflector Spec #1 MC=>BC=>MC[BP = 912.5, 19566]
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9.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Observed  +-ppm start end Sequence lon Score C.1.% Modification
B81.4843 [u] 180 1687 LHDQLAGK
912.4923 -2 149 1585 FRVESFR
912.4923 -2 149 1585 FRVESFR 34 99.957
1351 6695 -3 pr 39 VDY GGYTWDELGK 54 100
1351 6695 -3 pr 39 VDY GGYTWDELGK
15860.8223 -3 B3 76 LYTLVLTDPDAPER
15860.8223 -3 B3 76 LYTLVLTDPDAPER 2B 99.727
1758.8821 -4 81 93 FREWHHFLWYTNMK Oxidation (M)
1758.8821 -4 81 93 FREWHHFLWWNMK Oxidation (M)
1963.9541 -3 94 113 GNDISSGTYLSEYYGSGPPK EB 100
1963.9541 -3 94 113 GNDISSGTYLSEYYGSGPPK
25142722 3 40 B2 YLTPTOYMNRPSSISWDGLOPGK Oxidation (M)
2643.2937 -3 94 119 GMDISSGTYLSEYYGSGPPKOTGLHR
2643.2937 -3 94 119 GMDISSGTYLSEYYGSGPPKOTGLHR 57 100

Spot 1 (D18 20080815) - Phosphatidylethanolamine-binding protein 1 (Pebp1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 75273]
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799.0 1341.6 1884.2 2476.8 2969.4 3512.0
Mass (m/z)
Spot 1 (20080815.018) Pebp1
PMF/MALDI
Calculated  Observed +ippm__ start end Sequence lon Score .1 % Madification
1350 6667 1361 6765 2 27 39 R VDYGGVIVDELGK Y
25132684 2514 2517 ] a0 62 K VLTPTOVMNRPSSISWOGLOPGH L Oxidlation (M)
15508195 1560 A262 1 63 76 K LYTLVLTORDAPSR K
1607 9145 1668 9125 5 63 77 K LYTLVLTORDAPSRKD
20260091 20290584 -19 63 B0 K LYTLVLTORDAPSRKDPK F
1757 8824 1758.63 34 a1 93 K FREWHHFLVVNMK. G Oxidation (M)
1433716 1439.754 20 83 93 R EWHHFLVVNMIC G
19629535 1963.9546 ] 24 113 K GNDISSGTVLIEYVGSGPPIK.D
26422035 26432522 -18 24 119 1K GNDISSGTYLSEYVGSCPPKOTGLHR. Y
10956029 1007 6085 E] 147 155 R GKFKVESFR.K
9114865 912.495 1 149 155 1K FKVESFR.K
10395815 1040.5895 1 149 156 1< FIYESFRIK.K
592513 593.4838 41 151 157 K VESFRKK. Y
8804767 814845 1 180 187 K LHDOLAGK.-



Spot 4 (C20 20080606) - Alpha-enolase (Eno1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 1929.3, 9947] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 4 (20080606-C20) Eno1
MS+MS/MS
Calculated Observed  +-ppm start end Sequence lon Score C.1.% Modification
8064516 6064478 5 407 412 YNALR
806.4515 B06.4475 -5 407 412 YNQILR 22 99.626
9325311 9325351 4 427 434 SFRNPLAK
9325311 9325351 4 427 434 SFRNPLAK 3 70.255
1118.6681 11136691 1 404 412 LAKYMGILR
1143.6156 11436167 1 184 193 IGAEVYHNLK
12597106 1259.7143 3 121 132 AGAVEKGVPLYR
1408.7162 14066578 20 16 28 GNPTVEWDLYTAK
1439.7417  1439.7108 22 27 281 ¥ITPDOLADLYK 47 93.999
1439.7417 1439.7108 22 270 281 ¥ITPOOLADLYK
1645.8319  1646.7548 47 180 193 EAMRIGAEY YHNLK Oxidation (M)
1691.8962 16918134 -49 407 420 YNQILRIEEELGSK
1691.8962 16918134 -49 407 420 YNQILRIEEELGSK
Spot 4 (D15 20070719) — Alpha-enolase (Eno1)
4700 Reflector Spec #1 MC=>BC=>MC[BP = 1786.6, 4233]
1786.6193
100 4233.4
90
80
70/ 8424794
5 O
2
£ s50y806.3865 p211.0874
= 1440.6683
40 1407.5732
20 5705388 1143.9811 [2214.1321
932.5975
2 1649.2508
1542.0092
10 1806.7850
57 1919.0042 2125213 2741.3748
NV I, 926 7 3141.4563 3995050
N 1444.2 2089.4 2734.6 3379.8 4025.0
Mass (m/z)
Spot 4 (20070719.D15) Eno1
MS+MS/MS
Calculated _ Observed +fppm  start end Sequence lon Score__C.1.% Modification
808.4518 5064628 13 408 411 YNQILR
8054516 506.4628 13 408 411 YNQILR 3 B562
9325311 9325218 -10 425 433 SFRANPLAK 12 95732
9325311 9325218 -10 425 433 SFRANPLAK
1056.536  1056.531 5 253 261 AGKYDLDFK
11436156 11436307 13 183 192 IGAEVYHNLK 37 9988
11436156 11436307 13 183 192 IGAEVYHNLK
21920327 21921135 37 233 252 AGYTDOWVVIGMDVAASEF YR
22080278 22081079 36 233 252 AGYTDEWWIGMDYAASEFYR Qxidation (M)



Spot 9 (P1014-16) — mixture of: Aldose reductase (Akr1b1), Palmitoyl-protein
thioesterase 1 (Ppt-1) and L-lactate dehydrogenase C chain (Ldhc)

Spot 9 (P1014.16) Akr1b1, Ppt1 & Ldhe
LCMS/MS (Scaffold)

Mo Caleulated Mascot
Sample Peptides | Sequence  Position in Precursor | Charge mass Mascaot Eupect
Marne | Acc Mo, Proteins(s) inferred identified  Coverage | seguence  Peptide Sequence iz ohserved | (heutral) scare value
P1014-16 | PO7843 sp|PO7243|Aldose reductase I 1 T 443% 1686 - 168 |(KJAIGWVSNFNPLOIER() i Er 2 T 155642 | 783 [5.4BE005
Tax_|ld=10116 [Rattus norvegicus]
P45479  =p|P45479[Palmitoylprotein 1 " 490% | 254-2688 (KETIPLOETTLYTEDRIL) Toos2z T 2 Tisosaz T o914 "2.39E008
thioesterase 1 Tax_|d=10116 [Rattus
norvegicus]
P19629 sp|P19629|L-lactate dehydrogenase | 1 T8 T% 2-20  (M)sTYKEQLIGNLAPDEKOSRIC) Frazee T3 22466 [ 580 [587E003

C chain Tax_ld=10116 [Rattus
norvegicus]

Spot 9 [P1014-16 (75965 Rattus)] Akrib1

LCMS/MS
Calculated Observed| +ipprm start end Sequence lon Score C.1.%  Modification
12127078 B0E.9384 1 o4 B4 WK EVGYALLOEKLKE El
1567 6792 5237704 0 79 90 K LWCTFHDASMYIK G 7 Oscidation (M)
1556.8311 7792179 0 156 169 K AIGYSNFNPLAIER | 76
1556.8311 779.2619 1] 156 169 K AIGYSHNFNPLQIER. | 50
Spot 9 [P1014-16 (75965 Rattus)] Ppt1
LCMS/MS
Calculated  Observed  +-ppm  start end Sequence lon Score | C1.%  Modification
952.4545 4769559 1 6 - MASPGYRR.L 11 Oiidation (M)
3121.5624 10412379 123 151 R AVAQRCPTPPMMTLISYGGOHOGYFGLPR.C L] Oxcidation (M)
1037 5505 519.8224 165 174 RKSLMNAGAY SK Y "33
2278.1281 760.6489 249 268 R.SGOAKETIPLOETTLYTEDR. L =]
1807 684 89052199 264 268 K ETIPLOQETTLYTEDR.L "o
1335.7584 44695859 274 286 K MDIKAGKLVFLAKE Tos Oscidation (M)
Spot 9 [P1014-16 (75075 Rodent)] Ldhc
LCMS/MS
Calculated Observed| +ippm start end Sequence lon Score | ©.1.%  Modification
22261651 7425602 2 20 M.STVKEQLIGNLAPDEKQSR.C 58 Acetyl (Protein N-term)



Spot 16 (D14 20080815) - mCG11326, isoform CRA_b [Mus musculus] (Hnrnph3)
and or Heterogeneous nuclear ribonucleoprotein H3 [Mus musculus]
(MCG11326, isoform CRA_a) (Hnrnph3)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 68332]
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 16 (20080815.D14) Hnmph3 (MCG 11326, isoform CRA_b)
PMF/MALDI
Calculated _ Observed  +-ppm ___start snd Sequence lon Score €% Modification
13385913 13396135 1 7 19 K HNGPHDASDGTVR.L
12706194 12716335 5 56 67 R STGEAFYQFASK E
21961062 2197 0503 29 56 76 R STGEAFYQFASKEIAENALGK H
943.4974 944 5088 4 B8 76 K EIAENALGK H
8394541 G40 4645 4 B5 90 R YIEIFR S
BO6.4294 6054384 2 91 97 R.SSRSEIKG
1307 651 13086807 17 94 104 R SEIKGFYDPFRR
8503974 ©51 4082 4 % 104 K GFYDPFR R
1006 4985 1007 5095 4 % 105 K GFYDPPRR.L
19179585 19189716 3 191 207 R ATENDIANFFSPLNFIR
1051 5411 1052 5562 7 208 217 R VHIDIGADGR. A
21929896 2194 0154 E] 218 236 R ATGEADVEFYTHEDAVAAMSHK D Oxidation (M)
25531265 2554.1396 2 247 272 R.YIELFLNSTPGGGSGMGE3GMGGEYGR.D 2 Oxidation (M)
14275736 14265067 6 273 206 R.DGMDNQGGEYESVER.M Qxidation (M)
Spot 16 (20080815.014) Hnrnph3 (mCG11326, isoform CRA_a)
PMF/MAL DI
Calculated  Observed +-ppm _ start end Sequence lon Score 1% Modification
13365913 19396135 1 7 19 K HNGPNDASDGTVR L
12706194 12716335 5 56 67 R STGEAFVOFASK E
21961052 2197 0503 29 56 76 R STGEAFVQOFASKEIAENALGK H
943.4974 944 5065 4 BE 76 K.EIAENALGK.H
939.4541 540.4645 4 5} 90 R.YIEIFR.S
805.4294 805.4364 2 91 97 R.ESRSEIK.G
1307651 1308.6807 17 94 104 R.SEIKGFYDPPR.R
850.3974 8514082 4 9% 104 K.GFYDPPR.R
1006.4985 1007 5095 4 9 105 K.GFYDPPRR.L
1917.9585 19189716 3 208 222 R.ATENDIANFFSPLNPIR. Y
1051.5411 10525582 7 223 232 R.VHIDIGADGR.A
2192.9896  2194.0154 E] 233 253 R.ATGEADVEFYTHEDAVAAMSHK. D Oxidation (M)
25531265 2564 1396 2 262 287 R YIELFLNSTPGGGESGMGGEGMGGYGR.D 2 Oxidation (M)
1427 5736 14285887 B 288 301 R.OGMDNQGGYGSVGR M Oxidation (M)



Spot 23 (D16 20070719) — Alpha-enolase (Eno1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 4948]
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799.0 1441.8 2084.6 2727.4 3370.2 4013.0
Mass (m/z)
Spot 23 20070719.D16) Eno1
MS+MS/MS
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
8064518 8064495 -3 406 411 YNQILR
8064518 8064495 -3 406 411 YNQILR
899.556 899.5547 -1 71 79 TIAPALYSK
932.5311 9325314 [u] 426 433 SFRMNPLAK
932,531 9328314 u] 426 433 SFRMPLAK
1118 BB81 1118.678 =l 403 A1 LAKYMOILR
11436156 11436194 3 183 192 IGAEYYHNLK
1406.7162  1406.7246 B 15 27 GNPTVYEYDLYTAK
1439.7417 1439.75 B 269 280 YITPDOLADLYK
1439.7417 1439.75 B 269 280 YITPDOLADLYK
1626.6914 152869958 5 266 268 YOLDFKSPODDASR
1667 759 1567 7605 -5 356 371 LAQSHNGWGVMYSHR Oxidation (W)
1646.6319  1646.8419 B 179 192 EAMRIGAENYHMLIK Oxidation (W)
1652.7506  1652.8015 3 89 102 IDALMIEMDGTERK QOxidation (M) [5]
1784845 17848573 7 253 266 AGKYDLDFKSPDDASR
1784845 17848573 7 253 266 AGKYDLDFKSPDDASR 13 95.649
1804.9436  1604.9663 14 32 49 AAVPEGASTGIYEALELR
19289608 1923.98513 0 162 178 LAMGOEFMILPYGASSFR 2 Oxidation (M)
1960.9246  1960.9446 10 202 220 DATNYGDEGGFAPNILEMK
2208.0278 2208.0281 [u] 233 252 AGYTDEWVWIGMDVAASEF YR Oxidation (M)
2208.0278  2208.0281 [u] 233 252 AGYTDOWVWIGMDVARSEF YR Oxidation (M)
2309.1042 23091313 12 199 220 ¥ GRKDATNYGDEGGFAPNILENK
2534.2844 28343189 13 32 55 AAVPEGASTGIYEALELRDMNDKTR
Spot 23 {20070719-D16) Eno1
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Scare C.1.% Modification
14057089 1406.7225 5 16 28 R.GNPTYEWDLYTAK.G
1803.9366 18049624 10 33 50 R.AAVPSGASTGIYEALELR.D
898.5488 899.5552 -1 72 80 K TIAPALWSK K
1651.7433  1852.7972 28 =) 103 K IDQLMIEMDGTENK. S Oxidation (M)
1B67.7382 16868.8114 40 =) 103 K IDQLMIEMDGTENK. S 2 Oxidation (M)
1927 9536 19289573 -2 163 179 WK LAMQEFMILPYGASSFR.E 2 Oxidation (M)
1645.8246  1646.8374 3 180 193 R EAMRIGAEYHMNLK N Oxidation (M)
11426084 11436179 2 184 193 RIGAEVYHNLK N
2308.0971 2309.113 4 200 221 KV GKDATNYGDEGGFAPNILENK E
1959.9174 19609355 B 203 221 K. DATNVGDEGGFAPNILENK. E
2661.3108  2662.2087 -41 229 263 K SAIAKAGYTDOVVIGMOVAASEFVYR.A
2207.0206  2208.0178 -5 234 263 K AGYTDOVVIGMDVAASEFYR. A Oxidation (M)
1527 6o41 1628.693 1 267 269 K. YDLDFKSPDDASR.Y
1436.7344 14397467 4 270 2681 R.YITPDOLADLYIK.S
1556.75168 1557 7461 -B 359 372 K LAQSHNGWGEYWYEHR S Oxidation (W)
1117.6607 11186769 B 404 412 RLAKYNQILR.I
B505.4446 B06.4505 -2 407 412 K YNGILR.I
1680.6589 16919098 8 407 420 K YNQILRIEEELGEK.A
903.4549 9044266 -39 413 420 R.IEEELGEK.A
931.5239 932.5324 1 427 434 R.SFRNPLAK -



Spot 29 (P1014-09) — 14-3-3 protein epsilon (Ywhae)

Spot 29 (P1014.09) Ywhae
LCMS/MS (Scaffold)

Mo, Calculated Mascot
Sample Peptides  Sequence  Posgition in Precursor | Charge mass Mascot Expect
Mame | Acc No. Proteins(s) inferred identified Coverage | seguence Peptide Sequence miz observed  (neutral) score value
P1014-09 | PE2260  =p|PE2260[14-3-3 protein epsilon E] T 14.10% | 143- 153 |(KIEARENSLVAYK(A) T 2 T 118330 | 532 [1.89E-002
Tax_|d=10118 [Rattus norvegicus]
30- 42 [(KWAGMDVELTWEER(M) " 73210 T 2 T 146219 " 499 "388E002
1-12  |()mDDREDLYWYQAK(L) "7e270 T 2 52339 [ o525 M2.08E002
Spot 29 [P1014.9 (75067 Redent)] Ywhae
LCMS/MS
Calculated Observed  +-ppm start end Sequence lon Score C.1.%  Modification
1523.6926 7627021 1 12 - MDDREDLWVY QAL = Acetyl (Protein MN-term)
1539.6875 7707592 1 12 - MDDREDLWVYQAK.L T Acetyl (Protein M-term), Oxidation (M)
1533.6875 AN 1 12 - MDDREDLYYQAK.L "2 Acetyl (Protein M-term); Oxidation (M)
1927 BESS B44 1605 13 28 WK LAEQAERY DEMYESMK. K T
2071.9554 B31.4199 13 29 K LAEQAERY DEMYESMEK W "9 Oxcidation (M)
1574.7974 526.1412 29 42 W AGMDYELTYEER. N T
1462.6974 7321017 30 42 K VAGMDWELTYEER. N e Oscidation (M)
1193.6928 597 6581 143 163 K EAAENSLVAYIKCA =]
1286.5419 6451182 245 2585 K. EALQDWEDENQ.- ]



Spot 30 (E13 20070719) — Ferritin light chain 1 (Ftl1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 8386] , <<E15_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 88
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799 1442 2085 2728 3371 4014
Mass (m/z)

Spot 30 20070719.D14) Fui1

PMF/MALDI

Calculated Observed  +-ppm start end Sequence lon Scare C.1 % Modification
14796954 14806949 -5 7 19 R.QNYSTEWEAAVYNR.L
863.5341 864.5128 -33 20 26 R.LVNLHLR.A

10126029 10136141 4 [} 73 R.LLKLQONER.G

10705291 1071.5247 -1 145 153 K.MGMHLTMLE.R Oxidation (M)
12266302 1227 B261 -9 145 154 K. MGMHLTMLRR Y Oxidation (M)
2388.2074  2389.2107 -2 155 177 RVAGROPAQTGVAQASLGEYLFER.L



Spot 41 (D12 20070719) — Alpha-enolase (Eno1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 2209.0, 5105]
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799 1442 2085 2728 3371 4014
Mass (m/z)
Spot 41 20070719-012) Eno1
MS+MS/MS
Calculated  Observed  +ippm  start end Sequence Ion Score C.1.% Modification
806.4518  BUG.4531 2 406 411 YNQILR
806.4518  BU6.4631 2 406 411 YNQILR
93265311 9326336 3 426 433 SFRNPLAK
9326311 9326335 3 426 433 SFRNPLAK
1118.6681  1118.6665 1 403 411 LAKYMQILR
11436156 11436078 7 183 192 IGAEVYHMNLK
11436156 11436078 7 183 192 IGAEVYHMNLK 1 15.85
14067162 14067175 1 18 27 GNPTVEVDLYTAK
14397417 14397451 2 269 280 YITPDQLADLYK
1439.7417 1439.7451 2 269 280 VITPDALADLYK 23 99.478
16465319 1646.8364 3 179 192 EAMRIGAEW Y HNLK Oxidation (M)
1891.8962  1691.3052 5 406 419 YNQILRIEEELGSK
1881.8962  1691.3052 5 406 419 YNQILRIEEELGSK
1764.845  1784.8613 3 253 268 AGKYDLDFKSPDDASR 13 84.775
1784.845 17848613 ] 253 265 AGKYDLDFKSPDDASR
1804.9438]  1804.9519 4 32 49 AAVPSGASTGIYEALELR
1928.9508|  1928.9991 20 162 178 LAMOEFMILPYGASSFR 2 Oxidation (M)
2154.0713 21541028 15 9 27 EIFDSRGNPTVEYDLY TAK
2164.0713  2154.1028 15 ] 27 EIFDSRGHPTVEYDLY TAK
2166.0505  2168.0942 20 262 280 SPDDASRYTPDALADLYK
2208.0278  2208.0747 21 233 262 AGYTDOVVIGMDVAASEF YR Oxidation
2208.0278  2208.0747 21 233 262 AGYTDOWVIGMDVAASEF YR 13 94.691 Oxidation
2309.1042 23091675 27 199 220 ¥ GKOATNYGDEGGFAPNILENK
25342844 25343625 31 32 55 AAVPSGASTGIYEALELRONDKTR
2534.2044  2534.3625 )l 32 85 AAVPSGASTGIYEALELRDNDKTR
2608248 26053093 24 81 102 LhWEQEKIDALMIEMDGTENK, 2 Oxidation (M)
2736.343 27364453 Erd 80 102 KLMYWEQEKIDGLMIEMDGTENK 2 Oxidation (M)
Spot 41 20070719.012) Enol
PMF/MALDI
Calculated Observed| +-ppm start end Seguence lon Score C.1.% Modification
2153.0641 2154.083 5 10 26 R.EIFDSRGNPTVEWDLYTAK. G
14057089 14067114 -3 16 28 R.GNPTWEWDLYTAK.G
1803.9366 18049427 -1 33 50 R AAVPEGASTGIYEALELR.D
2276.1284 22771792 13 33 54 R.AAVPEGASTGIYEALELRONDK. T
898.5488  B899.5755 2 72 80 K. TIAPALVSH, K
2E07.2408  2608.3203 28 82 103 K. LNYVEQEKIDOLMIEMDGTEMK, S 2 Oxidation (M)
1851.7433  1652.8271 46 S0 103 K.IDOLMIEMDGTENK. S Ozidation (M)
1927.9536  1928.9822 11 163 179 K.LAMOEFMILPYGASSFR.E 2 Oxidation (M)
1B45.5246  1646.8251 -4 180 193 R.EAMRIGAEYYHMLIK N Oxidation (M)
11426084 11436046 -10 184 193 R.IGAEYYHMNLK. N
2308.0971  2309.1438 17 200 221 K. YGKDATNYGDEGGFAPNILENK.E
1959.9174)  1960.941 8 203 221 K DATNYGDEGGFAPMILENK E
2207.0205  2208.054 12 234 253 K AGYTDAYVIGMDVAASEF YRA Oxidation (M)
1055.5287 1056.5496 13 254 262 R.AGKYDLDFK.S
1527 6841 1528.698 4 257 269 K. YDLDFKSPODASR. ¥
2167.0433 2168.0747 11 263 281 K. SPDDASRYITPDALADLYI.S
1438.7344  1439.7388 2 270 281 R.YITPDGLADLYK S

1117.6607 11186625
805.4446 B06.4556
16506889 1691.8929
931.5239 9325334

404 412 R.LAKYNQILR.I

407 412 K YNQILR.|

407 420 K YNQILRIEEELGSK. A
427 434 R.SFRMNPLAK -



Spot 46 (A12 20080606) — mCG11326, isoform CRA_b [Mus musculus] (Hnrnph3)
and or Heterogeneous nuclear ribonucleoprotein H3 [Mus musculus]
(MCG11326, isoform CRA_a) (Hnrnph3)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 52979] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 46 200B0606-A12) Hnmph3 (MCG11326, isoform CRA_b)
PMF/MALDI
Calculated Observed|  +-ppm start end Sequence lon Score C.1% Muodification
12706124 1271.6304 3 &6 b7 R STGEAFVAFASKE
5394541 540 4634 2 85 90 R.YIEIFR.S
1917.9585 19189692 2 191 207 R.ATEMDIANFFSPLNPIR Y
1051.5411 1052.5513 3 206 217 RWVHIDIGADGR. A
21829896 2194.0142 8 218 238 R ATGEADYEFYTHEDAYAAMSK.D Oxidation (M)
1427.5736 ) 14285853 3 273 286 R.DGMDNQGGYGSYGR.M Oxidation (M)
Spot 46 (20080606.412) Hnrph3 (mCG11326, isoform CRA_a)
PMF/MALDI
Calculated Observed  +-ppm start end Sequence lon Score C.1.% Modification
12706194 12716304 3 56 67 R.STGEAFVAFASK.E
§39.4541 040.4634 2 85 90 R.YIEIFR.S
1917.9585 19189692 2 206 222 RATENDIANFFSPLNPIR.Y
1021.5411 10562.8513 3 223 232 RWVHIDIGADGR. A
21929896 2194.0142 8 233 253 R ATGEADWEFVTHEDAVAAMEK. D Oxidation (M)
1427 5736 1428.5853 3 288 301 R.DGMDMNQGGYGEWER.M Oxidation (M)



Spot 47 (B14 20080606) — mixture of: Tubulin beta-2C chain (Tubb2c),

Tubulin beta-3 chain (Tubb3), Tubulin beta-5 chain (Tubb5),
Tubulin beta-2B chain (Tubb2b) and Tubulin beta-2A chain (Tubb2a)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 1245.7, 28240] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 2
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 47 (Z0080606-B14) TubhZc
MS+MS/MS
Calculated Observed +-ppm start end Sequence lon Score C.1.% Modification
1039.5935 1039.6211 27 310 318 VLTVAAVFR 44 99.995
1039.5935 1039.6211 27 310 318 VLTVAAVFR
1130.5953 1130.6346 i) 242 251 FPGALNADLR
1189 6292 1159 BEBE 34 283 262 LAVNMYPFPR Oxidation (M)
1189 6292 1159 BEBE 34 283 262 LAVNMYPFPR 8 78.035 Oxidation (M)
12455933 12456399 37 381 390 ISEQFTAMFR Oxidation (M)
12455933 12456399 37 381 390 ISEQFTAMFR 3 29.736 Oxidation (M)
1258 6902 1258.7437 43 242 2562 FPGALMADLRK
12687 7241 1287 7717 37 262 262 KLAVMNMYPFPR Oxidation (M)
1267 7241 126877717 37 252 262 KLAWVMMYPFPR Oxidation (W)
1326 6481 13287032 N 47 58 INVYYNEATGGIK
1401.6943 1401.7499 40 381 391 ISEQFTAMFRR Oxidation (W)
1401.6943 1401.7499 40 380 390 RISEQFTAMFR Oxidation (M)
1617.8152 1617.8699 34 B3 77 AVLYDLEPGTMDSYR Oxidation (M)
1617.6152  1617.6699 34 B3 77 AVLWDLEPGTMDSVR 17 97.363 Oxidation (M)
16208356 16208877 32 263 276 LHFFMPGFAPLTSR
16368304 1636.8855 34 283 276 LHFFMPGFAPLTSR Oxidation (M)
16368304 1636.8855 34 283 276 LHFFMPGFAPLTSR Oxidation (M)
16968329 16968901 34 337 350 NESYFWEWIPNNYIC
1707 8822 17079181 33 283 297 ALTVPELTQQMFDAK Oxidation (M)
1707 86822 1707.9181 33 283 297 ALTVPELTQQMFDAK 3 38.378 Oxidation (M)
1843.9337 1843.9734 22 47 B2 INVY Y NEATGGKYWPR
1843.9337 1843.9734 22 47 B2 INWY Y NEATGGKYWPR 32 99.92
1958.9817 1959.0077 13 104 121 GHYTEGAELVDSYLDVWR
2030.0375 2030.061 12 363 380 MSATFIGNSTAIQELFKR 23 99.31 Oxidation (M)
2030.0375 2030.061 12 363 380 MSATFIGNSTAIQELFKR
2087.0767 20870896 B 104 122 GHYTEGAELVDSYLOVWVRK 20 98.633
2087.0767 20870896 B 104 122 GHYTEGAELVDSVLDVWVRK
Spot 47 (20080606-B14) Tubb2c
PMF/MALDI
Calculated Observed|  +-ppm start end Sequence lon Score C.1% Muodification
1327 64068 13287026 Lyl 47 58 RIMNVYYNEATGGK. Y
1842 9264 1843.9753 23 47 B2 RINVYYNEATGGKY VPR A
1600.8131 1601.8639 27 B3 77 RAYLVDLEPGTMDSYR. S
1616.806 1617.8704 34 B3 77 RAYLWVDLEPGTMDSYR. S Oxidation (M)
1957 9745 1959.0085 14 104 121 K GHYTEGAELYDSWLDWWR.K
2086.0695 2067 0094 6 104 122 K.GHYTEGAELVDSVLDVVRK.E
1076.525 10775687 34 155 162 K.IREEYPDR.1
1129588 11306376 37 242 251 R.FPGGLNADLR.K
1257 683 1258.7448 43 242 252 R.FPGGLNADLRK.L
1286.7169 12877751 40 282 282 R.KLAWMMYPFPR.L Oxidation (M)
1142827 11436765 37 283 282 W LAVNMYPFPR.L
1188.6219 11896727 38 283 262 I LAYVNMYVPFPR.L Oxidation (M)
1619.8283 1620.8884 33 263 276 R.LHFFMPGFAPLTSR. G
1635 6232 16368861 34 263 276 R.LHFFMPGFAPLTSR.G Oxidation (M)
1706.8549 1707 9186 33 283 297 RALTYPELTAQGOMFDAK. N Oxidation (M)
1038.5862 1039.6241 30 310 318 R.YLTYAAVFR.G
1970.8747 1971.9418 30 321 336 R.MSMKEYDEQMLNY QMK M 3 Ouxidation (M)
169568257 1696.8905 34 337 350 K NSSYFYEWIPNMYIKT
16872 8291 1673.9821 24 363 379 K MSATFIGNSTAIQELFK.R Oxidation (W)
2029.0302  2030.0596 1" 363 380 K MSATFIGHNSTAIQELFKR. | Oxidation (W)
1228591 1229.647 40 381 390 R.ISEQFTAMFR.R
1244 586 1245 642 39 381 3590 R.ISEQFTAMFR.R Oxidation (M)
14006871 1401.7511 a4 381 391 RISEQFTAMFRR. K Oxidation (M)



Spot 47 (20080606-B14) Tubh3

MS+MS/MS
Calculated Ohserved  +-pprn start end Sequence lon Scare C.1 % Modification
1089604 1069.6357 30 310 318 YLTVATYFR
1089604 1069.6357 30 310 318 YLTVATYFR 34 99945
11305953 11306346 35 242 251 FPGALNADLR
1159.6292 1159 B6E6 34 253 262 LAYNNMYPFPR Oxidation (M)
1159.6292 1159 B6E6 34 253 262 LAYNNMYPFPR 8 7B8.035 Oxidation (M)
12456933 12456399 kr 381 390 ISEQFTAMFR Cxidation (M)
12455933 12456399 7 331 390 ISEQFTAMFR 3 28.736 Oxidation (M)
12566902 12557437 43 242 252 FRGAOLNADLRK
1287.7241 1287 7717 37 252 262 KLAMVNMYPFPR Oxidation (W)
1287.7241 1287 7717 37 252 262 KLAMVNMYPFPR Oxidation (M)
1401.6943 1401.7499 40 30 391 ISEQFTAMFRR Qxidation (M)
1401.6943 1401.7499 40 360 390 RISEQFTAMFR Qxidation (M)
14066831 14067379 32 325 336 EVDEQMLAIGSK Qxidation (M)
16208354 16208877 32 263 276 LHFFMPGFAPLTAR Oxidation (M)
1631.6309  1631.8868 34 B3 77 AILVDLEPGTMDSWR Oxidation (M)
1696.6329 1696.8901 34 337 350 NSSYFVEWIPNMNYI
1707.8622 1707 8181 33 283 297 ALTYPELTQQMFDAK Oxidation (M)
1707 8622 1707 9181 33 283 297 ALTYPELTQQOMFDAK 3 38.378 Oxidation (M)
19129552 19129902 18 47 B2 ISVYYNEASSHKYWPR
19129552 19129902 18 47 B2 ISVYYNEASSHKYYPR 16 97.023
1958.9817  1959.0077 13 104 121 GHYTEGAELVDSWLDWWR
2030.0375 2030.061 12 363 380 MSSTFIGNSTAIQELFKR 23 99.31
2030.0375 2030.061 12 363 380 MSSTFIGNSTAIQELFKR
2046.0326  2046.0509 9 363 380 MSSTFIGNSTAIQELFKR 30 99.6876 Owidation (M)
2046.0325  2046.0509 ] 363 380 MSSTFIGNSTAIQELFKR Oxidation (W)
2087.0767 2067 0396 6 104 122 GHYTEGAELVDSYLDWVWVRIK 20  98.633
2087.0767 2067 0396 6 104 122 GHYTEGAELVDSYLDVWVRK
Spot 47 (20080606-B14) Tubh3
PMF/MALDI
Calculated Observed  +-ppm start end Sequence lon Scare C.1 % Modification
1396.6623 13977332 46 47 598 RISWYVNEASSHILY
1911.9479 19129895 18 47 B2 RISWYVNEASSHKYWVPR.A
1614.8287 1615.882 28 B3 77 RAILVODLEPGTMDSYR. S
1B30.8236  1631.8865 34 B3 77 RAILVOLEPGTMOSYR. S Cxidation (M)
1957.9745  1959.0085 14 104 121 K.GHYTEGAELYDSYLOWVR.K
2086.0685  2087.0894 B 104 122 K.GHYTEGAELYDSYLDWVVRK.E
1129588 11306376 kr 242 251 R.FPGOLNADLR.K
1257683 1258.7448 43 242 252 R.FPGOLNADLRK L
12867169 12877751 40 252 262 R.KLAWNMYPFPR.L Oxidation (M)
1142627 11436765 kr 253 262 W LAYNMYPFPR.L
11586219 11896727 38 253 262 WK LAYNMYEFPR.L Cxidation (M)
1619.6283  1620.8884 33 263 276 R.LHFFMPGFAPLTAR.G Oxidation (M)
1706.8549 1707 9166 33 283 297 RALTYPELTQOMFDAK N Oxidation (M)
10665966 1069.6383 32 310 3168 R.YLTWATVFR.G
140567539 1406.739 40 325 336 K EVDEQMLAIGSK N Oxidation (W)
1655.6257  1696.8905 34 337 350 K NSSYFVEWIPRMNYICY
18728291 18739821 24 363 379 K MSSTFIGNSTAIQELFK.R
2029.0302 20300596 11 363 380 K MSSTFIGNSTAIQELFKR.|
2045.0252 2046.0491 8 363 380 K MSSTFIGNSTAIQELFKR.| Oxidation (M)
1226.591 1229.647 40 30 390 R.ISEQFTAMFR.R
1244 586 1245.642 32 331 390 R.ISEQFTAMFR.R Qxidation (M)
14006871 1401.7511 41 331 391 R.ISEQFTAMFRR. K Qxidation (M)
Spot 47 (20080606-B14) Tubb3d
MS+MS/MS
Calculated Ohserved  +-pprn start end Sequence lon Scare C.1 % Modification
1039.6935  1039.6211 27 310 310 YLTvAAVFR 44 99.995
1039.5935 10396211 27 310 310 YLTvAAVFR
11305953 11306346 35 242 242 FPGALNADLR
1159.6292 1159 B6E6 34 253 253 LAVNNMYPFPR Oxidation (M)
1159.6292 1159 B6E6 34 253 253 LAVNNMYPFPR 8 7B8.035 Oxidation (M)
12455933 12456399 kr 381 381 ISEQFTAMFR Oxidation (M)
12455933 12456399 kr 381 390 ISEQFTAMFR 3 28.736 Oxidation (M)
12586902 12587437 43 242 262 FRGALNADLRK
1287.7241 1287 7717 kr 252 262 KLAVMNMYPFPR Cxidation (M)
1287.7241 1287 7717 7 252 262 KLAVMNMYPFPR Oxidation (M)
1401.6943 1401.7499 40 331 391 ISEQFTAMFRR Oxidation (M)
1401.6943 1401.7499 40 380 390 RISEQFTAMFR Oxidation (W)
1620.6356 16208877 32 263 276 LHFFMPGFAPLTSR
1631.6309  1631.8865 34 63 77 AILVDLEPGTMDSWR Oxidation (M)
1636.6304  1636.8855 34 263 276 LHFFMPGFAPLTSR Oxidation (M)
1636.6304  1636.8855 34 263 276 LHFFMPGFAPLTSR Qxidation (M)
1659.6951 16599377 26 203 297 ALTVPELTQQNWFDAK
1696.6320  1696.8901 34 337 350 NSSYFVEWIPNNYIK
19589817 1959.0077 13 104 121 GHYTEGAELVDSWLDVVR
2087.0767  2087.0396 B 104 122 GHYTEGAELVDSWLDVVRK 20 98.633
2087.0767  2087.0396 B 104 122 GHYTEGAELVDSWLDVVRK



Spot 47 (20080606-B14) Tubhd
PMF/MALDI

Calculated Observed +~ppm start end Sequence lon Scare C.1.% Maodification
18159185 1816.9652 23 47 B2 RISVYYNEATGGKYVPR.A
16148287 1615.882 28 B3 77 RAILYDLEPGTMDSYR. S
1630.8236  1631.8865 34 B3 77 RAILYDLEPGTMDSYR. S Oxidation (M)
1957 9745  1959.0085 14 104 121 K. GHYTEGAELVDSYLDWWR.K
2086.0695 2087 0894 B 104 122 K. GHYTEGAELVDSVLDWWRK E
1076.525 1077 5687 34 1585 162 K. IREEYPDR.I
1129588 11306376 37 242 251 R.FPGALNADLR.K
1257 683 12587448 43 242 252 R.FPGOLNADLRK. L
12686.7169 1287 7751 40 262 262 R KLAWNMYPFPR.L Oxidation (M)
1142627 11436765 37 263 262 K LAWNMYPFPR.L
11668.6219 11696727 38 263 262 K LAWNMYPFPR.L Oxidation (M)
1619.6283  1620.8864 33 263 276 R.LHFFMPGFAPLTSR. G
1635.6232  1636.8861 34 263 276 R.LHFFMPGFAPLTSR. G Oxidation (W)
1656.6879 16599366 25 283 297 RALTYPELTQOWFDAK M
1036 5862 1039.6241 30 310 318 R.VLTWAAWFR.G
19706747 1971.9418 30 321 336 R.MSMKEYDEQMLMNWQRK. M 3 Ouidation (M)
1695.6257  1696.8905 34 337 350 K NSSYFWEWIPNNYIKT
20250717 2026.1169 19 363 380 K MAVTFIGHNSTAIQELFKR. |
2041.0666 20420702 -2 363 360 K MAWTFIGNSTAIQELFKR. | Oxidation (M)
1228.591 1229.647 40 381 390 R.ISEQFTAMFR.R
1244586 1245642 =] 381 390 R.ISEQFTAMFR.R Oxidation (M)
1400.6871  1401.7511 41 381 391 RISEQFTAMFRR.K Oxidation (M)
Spot 47 {20080606-514) Tubh2h
MS+MS/MS
Calculated Observed  +-ppm start end Sequence lon Score C.1.% Modification
11305953 11306346 35 242 251 FPGQLMADLR
1159.6292  1159.6666 34 253 262 LAWNMYPFPR Oxidation (M)
1159.6292 11596606 34 253 262 LAVNMYPFPR g 76.035 Oxidation (M)
12455933 12456399 7 381 390 ISEQFTAMFR Oxidation (M)
12455933 12456399 7 381 390 ISEQFTAMFR 3 29.736 Oxidation (M)
1288.6902 1258.7437 43 242 252 FPGULNADLRK
1287.7241 12877717 3 282 282 KLAVMNMYPFPR Oxidation (M)
1287.7241 12877717 3 282 282 KLAVMNMYPFPR Oxidation (M)
1401.6943  1401.7499 40 381 391 ISEQFTAMFRR Oxidation (M)
1401.6943  1401.7499 40 380 390 RISEQFTAMFR Oxidation (M)
1620.8356  1820.8877 32 263 276 LHFFMPGFAPLTSR
1631.8309  1631.8868 34 B3 77 AILVDLEPGTMDSYR Oxidation (M)
1636.6304  1B836.8855 34 263 276 LHFFMPGFAPLTSR Oxidation (M)
1636.6304  1B36.8855 34 263 276 LHFFMPGFAPLTSR Oxidation (M)
1696.8329  1696.8901 34 337 350 NSSYFWEWIPHNYIKC
1707 8622 1707 9181 33 283 297 ALTYPELTQAMFOSK
1707 8622 1707 9181 33 283 297 ALTYPELTQAMFOSK 3 38.378
1958.9817  1959.0077 13 104 121 GHYTEGAELVDSYLDVWR
2030.0375 2030.061 12 363 380 MSATFIGNSTAIQELFKR 23 99.31 Oxidation (M)
2030.0375 2030.061 12 363 380 MSATFIGNSTAIQELFKR Oxidation (M)
2087.0767 20870896 B 104 122 GHYTEGAELVDSYLOVWVRK 20 98.633
2087.0767 20870896 B 104 122 GHYTEGAELVDSVLDVWVRK
Spot 47 (20080606-B14) TubhZh
PMF/MALDI
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
16148287 1615.882 28 B3 77 RAILYOLEPGTMDSYR. B
1630.8236  1631.8865 34 B3 77 RAILYOLEPGTMDSYR. B Oxidation (M)
1957.9745  1959.0085 14 104 121 K. GHYTEGAELVDEVLDWVR.K
2086.0895  2087.0894 B 104 122 K. GHYTEGAELVDSVLDWWRK E
1076525 1077 5687 34 185 162 K. IREEYPDR.I
1129588 11306376 37 242 251 R.FPGALNADLR.K
1257 B83 12587448 43 242 252 R.FPGQLMADLRE.L
1286.7169 1287 7751 40 262 262 R KLAWNMYPFPR.L Oxidation (M)
1142627 11436765 37 263 262 K LAWNMYPFPR.L
11568.6219 11596727 38 263 262 K LAWNMYPFPR.L Oxidation (M)
1619.8283  1620.8884 33 263 276 R.LHFFMPGFAPLTSR. G
1635.8232  1636.8861 34 263 276 R.LHFFMPGFAPLTSR. G Oxidation (M)
1706.8549 1707 9186 33 283 297 RALTYPELTAGMFDSK.N
1722.8488 17239098 3 283 297 RALTYPELTAGMFDSK.N Oxidation (M)
19706747 19719418 30 321 336 R.MSMKEVDEQMWLNY QMK M 3 Ouidation (W)
1696.6267  1696.8905 34 337 350 K NSSYFYEWIPNMYIKT
16872 9291 1673.9821 24 363 379 KMSATFIGNSTAIQELFK.R Oxidation (W)
2029.0302  2030.0596 1" 363 380 K MSATFIGHNSTAIQELFKR. | Oxidation (W)
1228591 1229.647 40 381 3590 R.ISEQFTAMFR.R
1244 586 1245 642 39 381 3590 R.ISEQFTAMFR.R Oxidation (M)
14006871 1401.7511 a4 381 391 RISEQFTAMFRR. K Oxidation (M)
Spot 47 (20080606-B14) Tubb2a
PMF/MALDI
Calculated Observed| +-ppm start end Sequence lon Score C.1 % Muodification
16148287 1615.882 28 B3 77 RAILVDLEPGTMODSYR. 2
1630.6236  1631.8865 34 B3 77 RAILVDLEPGTMDSYR. & Oxidation (W)
1957.9745  1959.0085 14 104 121 K GHVTEGAELYVDSYLDWWVR. K
2086.0695  2087.0894 B 104 122 K GHYTEGAELVDSVLDWWRK E
1076525 1077 5687 34 185 162 K. IREEYPDR.I
1129586 11306376 37 242 251 R.FPGQLMADLR. K
1257 683 12587448 43 242 252 R.FPGQLNADLRK. L
12686.7169 1287 7751 40 252 262 R KLAWNMYPFPR.L Oxidation (M)
1142.627 11436765 7 253 262 K. LAYNMYPFPR.L
1158.6219 115896727 =] 253 262 K. LAYNMYPFPR.L Oxidation (M)
1619.8283 16208354 33 263 276 R.LHFFMPGFAPLTSR.G
1635.8232 1636.8861 34 283 276 R.LHFFMPGFAPLTSR.G Oxidation (M)
1706.8549 17079186 33 283 297 RALTYPELTQGMFDEK.N
1722.8498  1723.9098 31 283 297 RALTYPELTQGMFDEK.N Oxidation (M)
19708747 1971.9418 30 321 336 R.MSMKEYDEQMLMNY QMK M 3 Oxidation (M)
1695.8257  1696.8905 34 337 350 K NSEYFYEWIPNMYICT
1872.9291 1873.9821 24 363 379 K MSATFIGNSTAIQELFIK.R Oxidation (M)
2029.0302  2030.0596 " 363 380 K MSATFIGNSTAIQELFKKR. | Oxidation (M)
1228591 1229 647 40 381 390 R.ISEQFTAMFR.R
1244 586 1245 642 39 381 390 R.ISEQFTAMFR.R Oxidation (M)
14006871 1401.7511 M 381 391 RISEQFTAMFRR. K Oxidation (M)



Spot 48 (D6 20080606) - Lactate dehydrogenase B (Ldhb)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 5549] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 673

100

20

80

70

> 60
G
e

£ 50
£
=

40

30

20

Spot 48 (20080606.D6) Ldhb

PMF/MALDI
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1665.8573
1628.8509
1870.0299

2204.097
1509.7675

9125757
1726.9326
1555 B0BE

956.6059
1072.5375
1761.8971
1026.5532

956 6447
2126.1695
1185.6353
1313.7303
1175.56822
1531.7882
1759.6992
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1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Observed| +-ppm start end Sequence lon Score C.1.% Modification
16868582 -4 L} 23 K UAPYADDETAVPINMK
16298603 2 44 55 W SLADELALVDWLEDK.L
1871.0857 10 44 B0 K SLADELALYDYLEDKLK.G
2205.1138 4 89 77 WL KGEMMDLOHGSLFLATPI 2 Oxidation (M)
1510.7917 11 78 91 K IWADKDY SWTANSIC |
913.5834 1 92 100 K WAWWTAGYR.G
1727 9368 -2 92 107 K IWWWTAGYRQQEGESR.L
15568149 1 101 113 R.QOEGESRLMNLYQOR.N
957 6108 -2 120 127 K FIPQNCY
1073.5437 -1 171 178 R.FRYLMAEK L Oxidation (M)
1762.9047 u] 230 244 K EVHEMWWDSAYEYIK L Oxidation (M)
1027 5652 5 2N 279 RIHPYSTMYK. G Oxidation (M)
959.5489 -3 300 308 R.GLTSVINGK L
21271926 7 300 3168 R.GLTSVINQKLKDDEVAQLR. K
11686.6422 [u] 309 316 K LKDDEVAGQLR.K
1314.7391 1 309 319 K LKDDEVAGQLRK. 5
11765866 -1 320 329 K. SADTLWDIQK.D
1532.7867 -6 320 332 K. SADTLWDIQKDLK.D
1760.9009 -3 320 334 K SADTLWDIQKDLKDL -



Spot 54 (E9 20070719) — Protein DJ-1 (Park 7, Cap1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 10245]
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Mass (m/z)
Spot 54 Z0070719-E9) Park7/Cap1
PMF/MALDI
Calculated Observed +-ppm start end Seguence lon Score C.1.% Maodification
1720.8012 1721.8082 a 13 27 K.GAEEMETYIPYDIMR. R 2 Oxidation (M)
1876.9023 1877.9147 3 13 28 K.GAEEMETYIPYDIMRR.A 2 Oxidation (M)
27264287 2726.3196 -43 B3 89 KTOGPYDWWYLPGGNLGAQNLSESALVIKE
1157 604 1158.6464 30 20 95 KEILKEQENR.K
12B5.699 1286.7001 -5 20 99 K EILKEQENRK. G
851.4865 B52.5152 25 123 130 KWTSHPLAK.D
1229.6979 1230.7084 3 146 156 RWVEKDGLILTSR.G
B673.492 674.5032 4 149 186 K.DGLILTSR.G
1832.9884 1893.8182 -41 1587 175 R.GPGTSFEFALANMEALSGK.D
265953527 2B95.2803 -29 157 182 R.GPGTSFEFALANEALSGKDMANGWVICA

Oxidation (M)



Spot 57 (A22 20080606) - Inner membrane protein, mitochondrial, isoform CRA_a (Immt)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 59476] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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Spot 57 (20080606-A22) Immt (isoform CRA_a)

®
&
>
Y

Mass (m/z)

2426.8

2969.4 3512.0

PMF/MALDI
Calculated Ohserved  +-pprn start end Sequence lon Scare C.1 % Modification
13946929 13957205 15 73 84 RESWEKTIPYSDK.L
966.5862 967 5955 2 102 110 K KPIQSGPLK.|
1306.6076 1307 6754 45 196 206 K. OEQYEMESLAK. S Cxidation (M)
1517.7685 15187817 4 207 220 K.SLEDALMNOTATYTR.Q
1001.5505 1002.559 1 260 266 R.TVEGALKER.R
1626.6205 15278243 2 336 350 KAVYSAYHELWWOAR.D
1570.7879 1671.833 24 356 363 K. ELDSITPDITPGWK. G
14547841 14558057 10 391 402 R.IDALNRELAQQK. A
963.5136 9645222 1 422 430 K.RAFDSAVAK.A
807.4127 80584177 -3 423 430 R.AFDSAVAKA
14427266 14438011 47 496 506 K.LSEGELEFHRR.S
2131.948 2132.958 1 a07 524 R.SOEQMDNFTLDINTAYAR.L Oxidation (M)
18228809  1823.8848 -2 827 543 R.GIEQAVQSHAWAEEEAR. K
19449826 1946.0002 ] 561 579 K. TSSAEMPTIPLGSAVEAIR. W Oxidation (M)
10525138 10535222 1 BO3 B11 R.GYYSEETLR.A
11766251 1177 6254 B [ B97 K FWNOLKGESR.R



Spot 59 (D14 20080606) - Protein phosphatase 2A, regulatory subunit B (PR 53) (Ppp2r4)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 55745] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 59 (20080606.D14) Ppp2rd
PMF/MALDI
Calculated  Observed +ippm__ start end Sequence lon Score .1 % Madification
7298 1066 2239 0569 12 7 27 R OPPPDSSEETPSATPTFIPK K
12606307 12706415 4 28 38 K KEIHTVPDMGHK W Oxidlation (M)
11415478 1142 5446 5 29 38 K EIHTVPDMGK W Oxidlation (M)
21010732 21020969 8 12 60 R SQAYADYIGFILTLNEGVK G
9134909 914.4563 2 63 69 K KLTFDY I Y
1127 655 11286655 3 77 86 1< LVALLDTLDR.W
8544309 8554548 L] 105 R FGNKAYR.T
8324039 8334106 E| 141 148 1K EAVGNSTR.I
11326128 11336224 2 1 183 R VDDOVAIVFIY
13286754 1327.7374 41 184 183 K VFDRYLEVMR.K
25 4055 825 4168 5 188 183 R VLEVMR K Oxidation (M)
9535004 954 5128 5 188 194 R VLEWMRK L Oxidlation (M)
12206699 1221 AB24 2 oer 296 K VNOGLIRMYK A
10145651 1015 5662 5 303 310 K FPVIOHF K F
1323 7187 1324 7302 3 an 323 K FGELLPIHPYTSG -



Spot 62 (E4 20070719) — Glutathione S-transferase Mu 5 (Gstm5)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 10230]
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799.0 1441.8 2084.6 2727.4 3370.2 4013.0
Mass (m/z)
Spot 62 (20070719-E4) Gstmb
PMF/MALDI
Calculated Observed|  +-pprr start end Sequence lon Score C.1.% Modification
1254 6067 12556097 -3 5] 15 K SMYLGEYWOIR.G Oxidation (M)
1604725 18057363 1 23 35 RMLLEFTDTSYEEK.Q
16207229 16821.7227 -5 23 35 R.MLLEFTDTSYEEK.Q Oxidation (M)
874.4549 8754564 7 48 54 R.SQWLDYK F
1286872 1257 7225 -4 72 82 K NKITQSNAILR. Y
1014.5822  1015.8909 1 74 82 KITQSMAILR. Y
1634.6B64  1635.7501 47 ) 100 K HNMCGDTEEEKIR.Y Oxidation (M)
1810.6706  1811.8663 -5 99 112 K IRVDIMENQIMDFR. M 2 Oxidation (M)
1541.6854 1542 B855 -5 101 112 R WVDIMENQIMDFR. M 2 Oxidation (M)
938.5226 939.5236 -7 1M 148 K. OFSLFLGK.F
9844705 985.4709 -7 149 156 K FTWFRAGEK L
1019.54 10205444 -3 196 206 K IAAFLASDR.C
1077 6311 1078.5499 " 210 218 K MPIMMKRAK WY 2 Ouidation (M)



Spot 63 (D8 20080815) — Leucine zipper transcription factor-like protein 1 (Lztfl1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 58853]
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 63 20080815.08) Lztfl1
MS+MS/MS
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
950.4941 9504993 5 86 93 QLFSGAEK
950.4941 9504993 5 86 93 QLFSGAEK
9544414 9544524 12 292 299 LAKYESED
984.4897 9844936 4 285 272 FOQTAAYR
9844897 984 4936 4 265 272 FOQTAAYR 1" B83.653
992 5444 992 5486 4 273 280 NMKEILTK 0 D|Oxidation (M)
992 5444 992 5486 4 273 280 NMKEILTK
1001.5374  1001.5446 7 282 289 NDQIKDLR
10455524 10455641 " 235 244 SLEEMLAAAK
1112.6847  1112.6924 7 264 272 KFOQTAAYR
11296212 11296324 10 167 165 LOQENEKLK
11296212 11296324 10 187 165 LAQENEKLK 14 9479
1180.6012 1190.609 7 225 234 TLMDKTENGK
1180.6012 1190.609 7 225 234 TLMDKTENGK
1303.6486 13036569 6 96 108 LATDWSELENR
1303.6488 13036569 ] 98 108 LATDWSELENR 39 98.983
1334.6838 13346313 g 109 119 ELLEGVAEFEK
1431.7325  1431.7405 B 170 182 TIETQAVNALDEK
1897 8795 1597.8882 5 138 182 LVPINEGGTTELLNK
1615.8174 1615.849 20 205 219 AQDLDDLENTYAALK
16729116 16729194 5 168 182 LKTIETQAYNALDEK 18 98.015
16729116 16729194 5 166 182 LKTIETQAYNALDEK
1677 8363 1677.8435 4 250 263 VOEQLSMAEKELEK Oxidation (M)
2002024 2002.0345 5 186 204 V0LQDLALDAGNQGDFIK
2002024 2002.0345 5 186 204 V0LQDLALDAGNQGDFIK 1 0
2109.1914  2109.1963 2 138 166 LVPINEGGTTELLNKEILR
2109.1914  2109.1963 2 138 166 LVPINEGGTTELLNKEILR 30 99.87
Spot 63 (20080815-D8) Lzt
PMF/MALDI
Calculated Observed  +-ppm start end Sequence lon Score C.1.% Modification
16825.886 1626.844 -28 29 43 R LKTWDSCFQDLKESR.L
9494869 950.498 4 86 93 R.QLFSQAEK. W
1302.6415 13036555 5 96 108 K. LQTDWSELENR.E
1333.6765 13346891 4 109 119 R.ELLEQYWAEFEK.A
1696.8723 15978866 4 138 162 K LVPINEGGTTELLNK.E
2108.1841 2109.1936 1 138 186 K. LVPINEGGTTELLNKEILR.L
1671.9043 16729192 5 168 182 R.LKTIETQAYNALDEK. &
14307283 1431.7384 4 170 182 K TIETQAVMNALDEK. S
2001.0167 2002.033 4 188 204 RAVLADLALDQGNOQADFIK A
1614.8101 1615.8475 19 205 219 K AQDLDDLENTYAALK S
2234 10B6 22351006 -B 205 224 W AQDLDDLENTYAALKSEFQK.T
1189.5939 11906072 5 225 234 WK TLNDKTENQK. S
1044 5451 1045 5645 12 235 244 K SLEENLAAAK H
1177 5649 1178.595 19 250 259 RVOEQLSMAEK E Oxidation (M)
16768291 16778413 3 250 263 RAVOEQLSMAEKELEK K Oxidation (M)
1804.924 18055373 3 260 264 RAVOEQLSMAEKELEKK F Oxidation (M)
1116774 11126927 7 264 272 K KFOQQTAAYR.MN
1484.75658 14857847 15 264 276 K KFQQTAAYRMMK.E
983.4825 984 4921 2 266 272 K FQOTAAYR N
1941.0142 19419691 -27 265 280 K FQATAAYRMNMKEILTK K
1957 0021 1957 9229 -48 265 280 K FQATAAYRMNMKEILTK K Oxidation (W)
991.5372 9925472 3 273 2680 RMNMKEILTK K Oxidation (M)
1000.5301 1001.5446 7 282 289 K NDQIKDLR.K
11286251 11296309 -1 282 250 K.NDQIKDLRK.R
1109.5353 1110.55 7 29 2599 K. RLAKYESED.-
9534342 054 4532 12 292 2599 R.LAKYESED.-



Spot 63 (A5 20080606) - Actin, cytoplasmic 2 (Actg1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 70698] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 63 P00B0606-A5) Actgl
MS+MS/MS
Calculated Observed|  +-ppm stan end Sequence lon Score C.1.% Modification
8923 65672 923 5668 a 329 336 IAPPERK
976 4482 S76 4302 -8 19 28 AGFAGDDARFR
976 4482 576 4302 -8 19 28 AGFAGDDAFR 26 99 611
1132.527 1132.5323 5 197 206 GYSFTITAER
1177.6133 1177 6042 -8 316 326 EITALAPSTMEK Qxidation (M)
1203.5609 12035585 -2 40 S0 HAGWMYGMGEK 2 Oxidation (M)
1790.8918 17909001 5 239 254 SYELPDGQWITIGNER
1790 8918 1790 5001 5 239 254 SYELPDGQVITIGNER
Spot 63 (A4 20080606) - Galactokinase 1 (Galk1)
SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 72031] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 63 20080606 Ad) Galkl
PMF/MALDI
Calculated Observed +-ppm stant end Seguence lon Score C .1 % Modification
1028 5502 1029 556 El 17 RVEELLAEAR R
2022 9357 20239412 19 37 R AFMEEFGAEPELAVSAPGR W Oxidation (M)
12336816 1234 BBB1 B9 80 R TDGLVWSLLTTSK.D

205 217 R.SLETSLYPLSDRK L
216 228 K LTWLITNSNVR.H
229 239 R.HSLASSEYPIR.R
286 297 R.TAQGAAALSR.G

13847449 13857507
12267139 12297305
1256.6306 1258.632

944.5039 945.512

[P ESEN ENENEN



Spot 64 (E12 20070719) — Ferritin light chain 1 (Ftl1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 6166]
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Mass (m/z)
Spot 64 {20070719-E12) Fi1
MS+MS/MS
Calculated Observed|  +-pprr start end Sequence lon Score C.1.% Modification
864.5413 6645333 ] 19 25 LvNLHLR
8645413 8645333 8 19 25 LvNLHLR
929.4911 929.4706 -22 B8 75 LANERGGR
1013.6102  1013.6099 [u] 53 72 LLKLQNER
1013.6102  1013.6099 [u] 53 72 LLKLQNER 19 98.681
1071.5364  1071.5326 -4 144 152 MGNHLTMNLR Oxidation (M)
1071.53684  1071.8326 -4 144 152 MGNHLTNLR Oxidation (M)
1199.6313  1199.6202 -3 143 152 KMGNHLTNLR Oxidation (M)
1227 6375 1227 B312 -5 144 153 MGNHLTNLRR Oxidation (M)
1227 6375 1227 6312 -5 144 153 MGNHLTHLRR 12 92.9 Oxidation (M)
1405.7242 14057131 -8 92 104 TLEAMEAALALEK Oxidation (M)
1480.7026 14806964 -4 5] 18 QNYSTEVEAAWNR
1480.7026 14806964 -4 5] 18 QNYSTEVEAAWNR 7 99.77
Spot 64 Z0070719-E12) Fa1
PMF/MALDI
Calculated Obsgerved| +-pprr start end Sequence lon Score C.1.% Modification
1479.6954  1480.6952 -3 7 19 R.QNYETEVEAAYNR.L
863.5341 B864.5355 -7 20 26 R.LVMLHLR.A
10126029 1013.6128 3 (553 73 R.LLKLQNER.G
926 4839 929.473 =20 B9 76 WK LAONERGGR.A
1404717 1405.715 -7 93 105 K. TLEAMEAALALEK N Oxidation (M)
1704.9271 1705.946 7 106 121 KONLNOALLDLHALGSAR.T
1198 6241 11996218 -8 144 153 K KMGNHLTMNLR.R Oxidation (M)
10706291 1071.6363 u] 145 163 K MGNHLTMLR.R Oxidation (M)
1226.6302 1227 635 -2 145 164 K MGNHLTMNLRR W Oxidation (W)
2386.2074 23892207 3 185 177 R WVAGPOPAQTGYARQASLGEYLFER. L



Spot 68 (P1014-11) — Diablo homolog (Drosophila) (larger C-terminal fragment) (Diablo)

Spot 68 (P1014-11) Diablo
LCMS/MS (Scaffold)

Mo Calculated Mascot
Sample Peptides | Sequence  Position in Precursor | Charge mass Mascaot Eupect
Marne | Acc Mo, Proteins(s) inferred identified  Coverage | seguence  Peptide Sequence iz ohserved | (heutral) scare value
F1014-11 | GERKI7 G5RKI7 [Diablo homolog T 6 | 19.00% | 206-215 (KLAEVOTQELR(G) T 58370 | 2 | 118539 | 88.0 |G4BEDO0E
(Drosophila) Tax_ld=10116 [Rattus
norvegicus]
61-73 |(K)SEPQSLSNEALMR(R) " 73214 T 2 Tase227 [ 522 M2.20E002
218 - 237 (K TOEASDEAADOEEEAYLRED() Troe [ 3 208816 [ 405 3.30E-001
216- 237 | (R)IOKTOEASDEAADOEEEAYLRED() " 85224 7 3 " 255370 [ 708 2 8BEOD4
218- 237 (K TOEASDEAADOEEEAYLRED() "114880 [ 2 " 2oe7ss [ 1120 1B2EO0D8
216 - 237 | (RIOKTOEASDEAADOEEEAYLRED:) " 1277g2 7 2 " oss383 [ we9 5 74EOD7
Spot 68 [P1014-11 (75955 Rattus)] Diablo
LCMS/MS
Calculated QObserved| +-ppm start end Sequence lon Score | ©.1.%  Modification
1237606 4139484 1 10 - MAALRSWMTR.S B Oxidation (M)
14606929 732.1409 3 73 K SEPQSLSMEALMR.R 52
1616.784)  909.3153 51 74 1. SEPQSLSNEALMRR.A 12
550.5025  426.1824 133 189 R.NHIGLVIK.S 40
544.4403  423.1024 130 196 K.SQVQEVR.Q 37
1857.9908  £20.0383 130 205 K. SQVEEVRALSEKAETIL 1
11856353 593.6819 206 215 K. LAEVQTOELR.Q 87
11856353 593.7024 208 215 K. LAEVOTCELR.Q 83
11856353 593.7544 208 215 K LAEVOTGELR.Q 12
11856353 594.6804 206 215 K LAEVOTGELR.Q 56
25540943 8521628 216 237 R.OKTQEASDEAADGEEEAYLRED - &7
25540943 8522395 216 237 R.OKTQEASDEAADGEEEAYLRED - 71
2564.0943 1277 9209 216 237 R.OKTQEASDEAADGEEEAYLRED - "%
22979407 1149.7985 218 237 K TOQEASDEAADGEEEAYLRED - T2
22979407 767.0619 218 237 K TQEASDEAADGEEEAYLRED - .l

2297.9407 11507819 218 237 K TQEASDEAADCEEEAYLRED.- 63



Spot 70 (P1014-14) — mixture of: Ras-related protein Rab-6A [Mus musculus] (Rab6a),
Inosine triphosphatase, isoform CRA_a (ltpa) and Ropporin-like protein
(AKAP-associated sperm protein) [Mus musculus] (Ropn1l)

Spot 70 (P1014-14) Rah6a, Itpa & Ropn1l
LCMS/MS (Scaffold)

ko Calculated Mascot
Sample Peptides | Sequence  Position in Precursor | Charge mass Mascaot Eupect
Marme | Acc No. Proteins(s) inferred identified Coverage | sequence Peptide Sequence miz_ | observed (neutral) | score value
F1014-14 | P35279 splP36270|Rac-related protein Rab- | & | 18.30% | 2-12 | (M)sAGGDFGNPLR(K) T G668 | 2 | 113116 | 719 |288E004
BA Tax_ld=10090 [Mus musculus]
2-13 | (M)sAGGDFGNPLRK(F) "gw70 7 2 Tiz2ss3s 7 s8s "B.OIEO03
147 - 158 | (RKELMNVIMFIETSAK(A) "eoes 7 2 Taze1m [ e07 3.30E005
170- 183 | (R)VALALPGMESTODR(S) T3 [ 2 144435 [ 738 1 .55E-004
ENSRN ens|ENSRNOPOOOOOOZE838(ENSRN [ 2 [ 10.60% 2-8 | (MaASLYGKIK) TesrzE [ "esE2s [ o515 213E002
OPO0000 OGOO0DD021233
0268838 transcript ENSRNOTOOODDD28538
Tax_|d=10116 [Rattus norvegicus]
185-198 (KLQEYFGVTDGAGDH(-) T4z T2 "s07.42 T 777 BA4EODS
Q9EQOD splQZECOORopporin-1-like pratein | 1 " 478% 70-80 |[(KQTDTGLTOGLLKEY) Feramn [z "114538 [ 449 1 4BEO0D1
Tax_|d=10090 [Mus rmusculus]
Spot 70 [P1014-14 (75073 Rodent)] Rab6a
LCMS/MS
Calculated  Observed  +-ppm _ stan end Sequence lon Score | C.1.%  Modification
12365557 413.1712 1 12 - MSAGGDFGNPLR. K ik Tixidation (M)
11315309 566.5807 2 12 M. SAGGDFGMPLR. K 72 Acetyl (Protein N-terrm)
12506258 B30.6987 2 13 M.SAGGDFGMPLRK.F 59 Acetyl (Protein N-term)
1671.8693  556.4215 51 74 R.TVRLQLYWDTAGQER.F 11
13156521 B59.6417 54 74 R.LALWDTAGQER.F 40
13806958 E91.6606 147 158 K.ELMNYMFIETSAK.A 81
1444698 723.1622 170 183 R.VAAALPGMESTODR. S 55
1444698 723.1802 170 183 R.VAAALPGMESTCODR. S -
11055437 5536207 184 192 R.SREDMIDIK L 18
Spot 70 [P1014-14 (75073 Rodent)] Itpa
LCMS/MS
Calculated _ Observed +-ppm __ starl end Sequence lon Score | C.1.% _ Modification
1744.0247]  582.5378 2 18 M.AASLYGKKIVFYTGRAK, K 15 Acetyl (Pratein N-term)
1075638 539.1472 ] 18 K KIVFVTGNAK K o
11986492 400.5215 134 144 R.GKTPGOIVMPR.G 25 Oxidation (M)
997.5379 4996796 136 144 KTPGANWMPR.G 39

1507 .658 7547192 185 198 K LOEYFGYTDGAGOH.- 78



Spot 72 (D23 20070719) — L-lactate dehydrogenase B chain (Ldhb)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 6427] , <<E16_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 70
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799 1442 2085 2728 3371 4014
Mass (m/z)

Spot 72 (20070719-D23) Ldhb

PMF/MALDI
Calculated Observed +-pprr start end Sequence lon Score C.1.% Modification

9125757 913.561 -2 92 100 K IWWWTAGYR. G
1555.8066 1556.8 8 101 113 R.QQEGESRLMNLYQR.N
10725375 10735481 3 171 178 R.FRYLMAEK.L Oxidation (M)
1026.5532 1027.5437 -18 27 279 RIHPYETMYIK. G Oxidation (M)
958.5447 959.5363 -18 300 308 R.GLTSVINQIK L
1185.6353 1186.618 -21 309 318 K LKDDEVAGLR.K

13137303 13146918 -35 309 319 K. LKDDEVAQLRK. S



Spot 74 (D14 20070719) — Alpha-enolase (Eno1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 14687]
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799 1442 2085 2728 37N 4014
Mass (m/z)
Spot 74 20070719.014) Eno1
MS+MS/MS
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
806 4518 806 4557 5 406 411 YNQILR
8064518 8064557 5 406 411 YNQILR
904.4522 9044578 -5 412 419 |[EEELGEK
932.5311 932.533 2 426 433 SFRMPLAK
932.5311 932.533 2 426 433 SFRMPLAK
1086536 10865317 -4 283 261 AGKYDLDFK
11186681 1118.B663 -2 403 A1 LAKYMQILR
11436186 11436166 1 183 192 IGAEVYHMNLK =l B87.218
11436186 11436166 1 183 192 IGAEVYHMNLK
1406.7162 1406.723 5 15 27 GNPTVYEYDLYTAK 34 99.959
1406.7162 1406.723 5 15 27 GNPTVYEYDLYTAK
14397417 14397417 u] 269 280 YITPDOLADLYK
1439.7417 14397417 u] 269 280 YITPDOLADLYK 1 9.08
16268.6914 165286963 3 266 268 YOLDFKSPODDASR
1646.6319  1646.8208 -7 179 192 EAMRIGAENYHMLIK Oxidation (W)
1652.7506  1652.7976 28 89 102 IDALMIEMDGTEMK Qxidation (M) [5]
1691.8962  1691.9104 B 406 419 YNQILRIEEELGSK
17684.845 1764 8458 [u] 253 266 AGKYDLDFKSPDDASR
17684845 1764 8458 [u] 253 266 AGKYDLDFKSPDDASR 20 96.602
15804.9435 1604.966 23 32 49 AAVPEGASTGIYEALELR
1960.9246 19609298 3 202 220 DATNYGDEGGFAPNILENK
2154.0713 21540872 7 9 27 EIFDSRGNPTVEYDLYTAK
2208.0278 22080452 g 233 252 AGYTDOWVVIGMDYAASEF YR Oxidation (M)
2208.0278 2208.0452 8 233 252 AGYTDEWVWIGMDVAASEF YR Oxidation (M)
2309.1042  2309.16819 25 199 220 ¥ GKDATNYGDEGGFAPNILENK
2736.343  2736.3987 20 80 102 KLNYYEQEKIDQLMIEMDGTEMK 2 Oxidation (M)
Spot 74 {20070719.D14) Eno1
PMF/MALDI
Calculated Observed| +-ppm start end Sequence lon Score C.1.% Modification
2153.0641 21540771 3 1o 28 R EIFDSRGNPTVEVDLYTAK. G
1406.7089  1406.7192 2 16 28 R.GNPTYEWDLYTAK. G
1803.9366 18049744 17 33 50 R AAVPSGASTGIYEALELR.D
11806564 1161.6691 5 61 71 K GWEKAYEHINKT
5094325 B510.4442 -3 65 71 K AVEHINK.T
5965485 B899.5757 22 72 B0 K TIARPALWSK K
1026.6437 1027 6345 -16 72 81 K TIAPALWSKK L
1651.7433  1652.7947 27 a0 103 K IDQLMIEMDGTENK. S Oxidation (M)
1645.6246 1646.816 -10 180 193 R.EAMRIGAEYYHMLIK.M Oxidation (M)
1142.6084 11436152 a 184 193 RIGAEWYHNLK. N
2308.0971  2309.1501 20 200 221 K.YGKDATNYGDEGGFAPNILENK.E
1989.9174  1960.9214 -2 203 221 K.DATNYGDEGGFAPNILENK E
2191.0256 2192.0403 234 283 K AGYTDEVYIGMDVAASEFYR.A
2207.0205 2208.0347 234 253 K AGYTDOVYIGMDVAASEFYR.A Oxidation (M)

3
3
1055.5287 1056.53 B 254 262 R.AGKYDLDFK.S
1527 6841 15286925 1 257 269 K. YDLDFKSPDDASR. Y
14387344 14397386 2 270 281 R.YITPDOLADLY .S
2624.2495 26252419 -B 336 358 K. SCNCLLLKWNOIGSYTESLOACK. L
1117.6607 11186647 -3 404 412 RLAKYMNOILR.

805.4446 806.4569 B 407 412 KYNQILR.|
1690.8889  1691.9058 B 407 420 K YNQILRIEEELGSK. A

903.4549 904.4594 3 413 420 R.IEEELGSK.A

931.6239 932.6352 4 427 434 H.SFRNPLAK. -



Spot 83 (B8 20080606) - Nuclear autoantigenic sperm protein (Nasp)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 53859] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21

s
3
o
3
100 3.8E+4
90
80
70
. 60
2
§
£ 50
S owp| 8
&
g
30 @©
S o
EE R
e = B 8§ 8 T 8 2 2
oig| ® ¢ 8 B % B g & 8
e g€ § ¢ & ¢ ) 5
et AR - S 8 b
799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 83 (20080606.58) Nasp
MS+MS/MS
Calculated Observed  +-ppm start end Sequence lon Score C.1.% Modification
501.4826 601.4844 2 94 100 SLLELAR 20 98.009
501.4828 601.4844 2 94 100 SLLELAR
056.5614 8565255 -42 45 52 KLLGLGOK
B856.5614 8565255 -42 45 52 KLLGLGGK
959.5519 959.5547 3 298 B05 SIDVIEKR 17 95.926
959.5519 959.5547 3 598 B05 SIDVIEKR
1001.5625  1001.5657 3 Ba0 B89 SGMNYAELALK
1001.5625  1001.5657 3 B50 B59 SGMYAELALK
1094584 1094 5774 -B 242 251 SISGYYVYRNK
1094584 1094 5774 -B 242 251 SISGYYVYRNK
13427114 13427064 -4 624 536 EAQLYARQAHLIK
13427114 13427064 -4 624 5356 EAQLYAAQAHLIK
1351.641 1351.666 35 34 45 MESLDWVDSEAKK
1351.641 1351.666 35 34 45 MESLDWVDSEAKK
24872031 2487 2202 7 660 B85 ATLWESSTSGFTPSGAGASYSMIASR Oxidation (M)
Spot 83 (Z00B0606.68) Nasp
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Score C.1.% Modification
13806337 1351.6888 3B 34 45 K MESLDVDSEAKIK L
855.5542 8565201 -48 45 52 WK KLLGLGQK.H
B800.4756 801.4844 2 94 100 K SLLELAR.M
12626506 1263 6521 -5 435 445 R ATEKAPEDKFK |
1341.7041 1342.7086 -2 524 535 K EAQLYAAQAHLK L
9568 5447 9595576 B 598 B05 K SIDVIEKR. M
1093.6511 1094 5697 10 B06 B14 RMAVLLEQMIK.E 2 Ouidation (M)
B831.4335 B832.4793 46 639 645 R.EKIEDAKE
10006553 1001.5561 -4 650 653 R.SGMNYAELALK. A
2486.1959 2487 1963 -3 660 B85 K ATLVESSTSGFTRPSGAGASYSMIASR.K Oxidation (W)



Spot 86 (P1014-01) — Actin, cytoplasmic 2 (Actg1)

Spot 86 [P1014.01 (75058 Rodent)] Actgl

LCMS/MS
Calculated Observed  +-ppm start end Sequence lon Score | C.1.%  Modification
2851.264 951.1815 2 28 M.EEEIAALVIDNGSGMCKAGFAGDDAPR.A [1] Acetyl (Protein MN-term); Oxidation (M)

975441 488.1321 19 28 KAGFAGDDAPR.A 48

1197.6982 559 6532 29 39 RAVFPSIVGRPR.H 25

1785.6646 855.7382 238 254 K. SVELPDGQWITIGNER.F a1

1785.6646 856.2407 238 254 K. SYELPDGQWITIGNER.F 44

1547 6051 517 3166 313 326 R.MAKEITALAPSTMI | 26



Spot 87 (E10 20070719) — Ferritin heavy chain (Fth1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 6441]
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799.0 1441.8 2084.6 27127.4 3370.2 4013.0
Mass (m/z)
Spot 87 (Z0070719.E10) Fth1
PMF/MAL DI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
1544 BDR7 1545 7056 1 K 23 R QNYHADSEAAINR O
13446211 13456335 4 55 64 1 YFLHOSHEER E
1936.8972  15939.9062 1 55 69 1. YFLHOSHEEREHAEK, L
S75.5116 B7E.S1E2 E] 81 87 RIFLADIK K
12866032 1267.708 5 110 120 K. SVNGSLLELHK.L
1280.6937 12816501 3 148 158 K. ELGDHYTHNLRK. M
26101003 28111023 2 159 182 K. WGAPESGMAEYLFDKHTLGHGDES - 2 Oxidation (M)
Spot 87 (D20 20080815) - Ferritin heavy chain (Fth1)
4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 60749]
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 67 0060815 DZ0) Fih1
PMF/MAL DI
Caloulated __ Ohssrved t/ppm  start snd Sequence lon Scors G 1% Madification
1544 BOR7 1545 706 2 T 73 R ONYHODBEAAINR 0
1630 G464 1640809 a7 [ 77 R EHAEKLMKLONOR G Oxidatinn (M)
G277 4996 GXRSTAR 8 7 A0 K LONORGGR |
1641 9916 1642 8972 25 78 91 R GGRIFLODIKKPDR O
B7AE11E G7RS1T -2 a1 87 R IFLODIK K
1266 BO32 1267 T046 3 110 120 K SWNASLLELHK |
14807998 14818113 3 145 167 K SIKELGDHWTHLR K
160G G947 1609 8032 1 145 188 K SIKELGDHWTHLRK M
1152 5987 11536019 5 148 157 K ELGDHWTNLRK
1280 6037 1281 6912 0 148 156 K ELGDHWTNLRK M
1676.7062 16777246 7 159 173 K MEAPESGMAEYLFDK H 2 Oxidation ()
26101003 2811.0573 -4 159 182 K MGAPESGMAEY LFDKHTLGHEDES - 2 Ouidation (M)



Spot 91 (E8 20070719) — Proteasome subunit beta type 4 precursor (Psmb4)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 9681] , <<E15_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 88
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799 1442 2085 2728 3371 4014
Mass (m/z)
Spot 91 (20070719-E8) Psmbd
MS+MS/MS
Calculated Observed| +-ppm start end Seguence lon Score C.1.% Modification
983.6421 963.5433 1 131 136 AIHSWWLTR
983.5421 083.5433 1 131 138 AIHSWLTR
10225516 1022.5544 3 231 239 FQWVATVTEK
1055.5632  1055.5597 3 219 226 VLY YRDAR
10555632 1055.5597 3 219 226 VLY YRDAR
11266008 1128.594 5 201 210 QPVLSQTEAR
11265008 1128.594 B 201 210 QPVLSQTEAR
1542791 15427778 K] 27 239 SYNRFOVATVTEK
1542791 15427778 K] 27 239 SYNRFOVATVTEK
15478097 1547.797 8 45 59 TANPMYTGTSYLGVK Oxidation (M)
1726.9333] 17269211 7 195 210 EVLEKQPYLSOTEAR
1726.9333] 17269211 7 195 210 EVLEKQPYLSOTEAR 23 99.414
2627.2117 | 26272341 El 86 108 IMRVNDSTMLGASGDYADF QYLK 2 Oxidation (M)
Spot 91 (20070719-E8) Psmb4
PMF/MAL DI
Calculated  Observed  +ippm  stan end Sequence lon Score C.1.% Modification
1546.8025 165477997 7 16 60 R.TQMPMYTGTSVLGWVIKF Oxidation ()
26262043 26272695 22 a7 109 R.IMRVNDSTMLGASGD YADFOYLK. Q 2 Oxidation (M)
2458.1798 24592166 12 110 131 K OWLGEMVIDEELLGDGHS YSPR.A Oxidation (M)
962.6345 963.5345 -8 132 139 R.AIHSWLTR. A
1725.9261 17269261 -4 197 211 R.EVLEKQPYVLSATEAR.E
1127.8835  1128.8975 3 202 211 K.QPVLSQTEAR.E
1054556 1055.5599 3 220 227 RVLYYRDAR.S
1541.7838 1542.7838 5 208 240 R.SYNRFOVATVTEK. G
10215444 1022.854 2 232 240 R.FQVATVTEK.G



Spot 93 (D9 20080606) - mixture of: Tubulin, alpha 1C (Tuba1c), Tubulin alpha-1A chain
(Tuba1a), Tubulin alpha-3 chain (Tuba3), Tubulin beta-2C chain (Tubb2c),
Tubulin beta-3 chain (Tubb3) and Tubulin beta-2A chain (Tubb2a)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 1701.9, 12739] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 6
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 93 (20080606.09) Tubalc
PMF/MAL DI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
2006.8855 2007.865 -4 a4 B0 K TIGGGDDSFNTFFSETGAGK. H
2496167 2497 1668 -3 a1 B4 K TIGGGDDSFNTFFSETGAGKHWPR A
1700.6985 1701.895 £ ] 79 R.AVFYDLEPTWIDEYR.T
22791798 22601755 -5 ] 84 R.AVFYDLEPTWIDEVRTGTYR.Q
1409.7667 1410.762 8 a5 96 R.QLFHPEQUTGK.E
24141978 2415.1885 7 85 105 R.QLFHPEQUITGKEDAANNYAR.G
1841.0047  1841.9949 -9 106 121 R.GHYTIGKEIDLYLDR.|
1084.6128 10856168 -3 113 121 KENDLYLDR.I
1353.798 1354.799 -5 113 123 K EINDLYLDRIR. K
1873.9758  1874.9489 -18 215 229 R.RMNLDIERPTYTNLNR.L
1717.6747 17188738 -5 216 229 R.NLDIERPTYTHLMR. L
2408.2012 2405.199 -4 244 264 R.FDGALNVDLTEFQTNLYPYPR.I
17559559 1756.9526 -B 265 280 R.IHFPLATYAPYISAEK A
2780.2785  2781.3037 B 281 304 K AYHEQLTVAEITNACFEPANQIYK C Oxidation (M)
3293.4791 3294 4519 -10 281 308 K AYHEQLTVAEITNACFEPANGOMYVICDPR.H
1609.9039  1610.8794 -20 321 336 R.GDVVPKDWVNAAIATIK T
1014.6709  1015.5629 -15 327 336 K DWNAAIATIK.T
1764845 17558573 3 339 352 K RTIQFYDWCPTGF KK Y
1851.9843 18529762 -B 353 370 KVGINYQPPTYWPGGDLAR. W
1395.6857  1396.6849 -6 391 401 R.LDHKFDLMYAK R Oxidation (W)
1056.5219  1059.5314 2 395 402 K FDLMYAKR A Oxidation (M)
2501.107 25021455 12 402 422 K RAFYVHWYWGEGMEEGEFSEAR.E Oxidation (M)
2329.011  2330.0056 -5 403 422 R AFYHWY Y GEGMEEGEFSEAR.E
2345.0059 23450062 -3 403 422 RAFYHWYYGEGMEEGEFSEAR.E Oxidation (M)
Spot 93 {20080606-D9) Tubala
PMF/MALDI
Calculated Observed| +-ppm start end Sequence lon Score C.1.% Modification
2006.6556 2007.865 -4 41 60 K. TIGGGODSFNTFFSETGAGK. H
2496.167 2497 168 3 41 B4 K.TIGGGDDEFNTFFSETGAGKHYPR.A
1700.8985 1701.895 B 53 79 R.AVFVDLEPTYIDEVR.T
22791798 22801755 5 53 84 R.AVFYDLEPTYIDEVRTGTYR.Q
1409.7667 1410.762 9 85 96 R.QLFHPEQUTGK.E
24141978 24151885 7 85 105 R.QLFHPEQUITGKEDAANNYAR.G
1841.0047  1841.9949 -9 106 121 R.GHYTIGKEIDLYLDR.|
10846128  1085.B1658 -3 13 121 K EINDLYLDR.I
1353.798 1354.799 5 13 123 K EINDLYLDRIR. K
1873.9758  16874.9489 -18 215 229 R.RMNLDIERPTYTHLNR.L
1717.8747 17188738 5 216 229 R.NLDIERPTYTHLNR. L
1456.8613 1457 8611 5 230 243 R.UGQINVSSITASLR.F
2408.2012 2405.199 4 244 264 R.FDGALNVDLTEFQTHNLYPYPR.I
1766.95659 1756.9526 B 266 2680 R.IHFPLATYAPVISAEK A
1609.9039 1610.8794 -20 321 336 R.GDVWVPKDWNAAIATIK.T
1014.5709  1015.5629 -15 327 336 K. DWNAAIATIK.T
1754845 17558573 3 339 352 K RTIQFYDWCPTGFK Y
1823.9782 16249807 3 383 370 KVGINYQPPTVWRGGDLAK W
1395.6857 13966849 £ 39 401 R.LDHKFDLMYAK R Oxidation (M)
1058.5219 10595314 2 395 402 K FDLMYAKR.A Oxidation (M)
2801107 2802.1455 12 402 422 K RAFVHWYWGEGMEEGEF SEAR.E Oxidation (M)
2329.011 2330.0056 -5 403 422 R AFYHWYYGEGMEEGEFSEAR.E
23450058 2346.00688 3 403 422 R AFYHWYYGEGMEEGEFSEAR.E Oxidation (M)



Spot 93 (20080606-D9) Tuha3
PMF/MALDI

Calculated Observed +~ppm start end Sequence lon Scare C.1.% Maodification
2006.8858 2007.885 -4 M B0 K TIGGGDDSFNTFF SETGAGK. H
2496167 2497168 -3 M B4 K TIGGGDDSFNTFF SETGAGKHYPR.A
1686.6829 1667 8823 -5 B5 79 R AVFVDLEPTYWDEVR.T
1409.7667 1410.762 -3 B85 96 R.OLFHPEQUTGK.E
24141978 24151885 -7 B85 105 R.QLFHPEQUTGKEDAANNYAR.G
1826.989 1827 9832 -7 106 121 R.GHYTIGKENDLYLDR. 1
1070.5972  1071.5952 -9 13 121 K EIVDLYLDR. |
1873.9758  16874.9489 -18 215 229 R.RMNLDIERPTYTHLNR.L
1717.8747 17188738 -5 216 229 R.NLDIERPTYTHLMR. L
1456.8613 1457 8611 -5 230 243 R.UGQINVSSITASLR.F
2408.2012 2408.199 -4 244 264 R.FDGALNVDLTEFQTHNLYPYPR.I
1766.95659 1756.9526 -6 266 2680 R.IHFPLATYAPVISAEK A
1609.9039 1610.8794 -20 321 336 R.GDVWVPKDWNAAIATIK.T
1014.5709  1015.5629 -15 327 336 K. DWNAAIATIK.T
1754845 17558573 3 339 352 K RTIQFYDWCPTGFK Y
1823.9782 18249807 -3 353 370 KVGINYQPPTYWPGGDLAK W
1395.6857 13966849 & 39 401 R.LDHKFDLMYAK R Oxidation (M)
1058.5219 10595314 2 395 402 K. FDLMYAKR.A Oxidation (M)
2801107 25021455 12 402 422 K RAFVHWYY GEGMEEGEF SEAR.E Oxidation (M)
2329011 2330.0056 £ 403 422 RAFYHWYYGEGMEEGEFSEAR.E
23450059 23460058 3 403 422 R AFVHWYYGEGMEEGEFSEAR.E Oxidation (M)
Spot 93 {20080606-D9) Tubb2c
PMF/MALDI
Calculated Observed  +-ppm start end Sequence lon Score C.1.% Modification
3115.4189 3116.3633 -18 20 46 K. FWEVISDEHGIDPTGTYHGDSDLALER.|
1327.6408 13286257 -17 47 58 RLINWYYNEATGGK.Y
1616.808  1617.7889 -18 B3 77 R.AVLYDLEPGTMDEYR. S Oxidation (M)
2797.3361  2798.3181 8 78 103 R.SGPFGQIFRPDNFYF GASGAGHNNWAK. G
1957.9745  1958.9585 -12 104 121 K. GHYTEGAELVDEVLDWVR.K
2086.0895  2087.0732 -2 104 122 K. GHYTEGAELVYDSVLDWWRK E
1076525 10775459 13 185 162 K. IREEYPDR.I
1129888 11305935 -2 242 251 R.FPGOLNADLR.K
1257 B83 12586805 -8 242 252 R.FPGQLMADLRK.L
1286.7169 12877161 -8 282 262 R KLAWNMYPFPR.L Oxidation (M)
1186 6219 11596261 -3 283 262 W LAYNMYVPFPR.L Oxidation (M)
1619.6283  1620.81558 -12 263 276 R.LHFFMPGFAPLTSR.G
1635.8232  1636.81687 -7 263 276 R.LHFFMPGFAPLTSR. G Oxidation (M)
1706.8549 1707 8583 -2 283 297 RALTYPELTAQGOMFDAK. N Oxidation (M)
1038.5862  1039.5879 -5 310 318 R.YLTYAAVFR.G
1695.8257  1696.8379 3 337 350 K NSSYFYEWIPNMYICT
1856.9342 1857 9418 u] 363 379 KMSATFIGNSTAIQELFK.R
1872.9291 1673.9199 -2 363 379 KMSATFIGNSTAIQELFK.R Oxidation (M)
2029.0302  2030.0256 -6 363 380 K MSATFIGHNSTAIQELFKR. | Oxidation (W)
1244 886 12455861 -6 381 390 R.ISEQFTAMFR.R Oxidation (W)
1400 6871 1401.6891 -4 381 391 RISEQFTAMFRR. K Oxidation (W)
Spot 93 (Z0080606-D9) Tuhb3
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Scare C.1.% Modification
1911.9479 19129189 -19 47 B2 RISVYYNEASSHIYWPR.A
1630.8236  16831.8127 11 B3 77 RAILVOLEPGTMDSYR. S Oxidation (M)
2794.3364 27953408 -1 78 103 R.SGAFGHLFRPDNFIFGQSGAGNMNWAK. G
1957.9745  1958.9585 -12 104 121 K. GHYTEGAELVDEVLDWWR.K
2086.0695 20870732 -2 104 122 K. GHYTEGAELVDSVLDWWRK E
1129588 11305935 -2 242 251 R.FPGALNADLR.K
1257 683 1258 6805 -8 242 252 R.FPGOLNADLRK. L
12686.7169 1287 7161 -B 262 262 R KLAWNMYPFPR.L Oxidation (M)
11668.6219  11569.6261 -3 263 262 K LAWNMYPFPR.L Oxidation (M)
1619.6283 1620.8158 -12 263 276 R.LHFFMPGFAPLTAR G Oxidation (M)
1706.8549 1707 8563 -2 283 297 RALTYPELTQOMFDAK N Oxidation (W)
1066.6966  1069.5999 -4 310 318 R.YLTYATYFR.G
18682.8838  1B863.9065 B 321 336 R.MSMKEVDEQMLAIQSK. N Oxidation (W)
1695.6257  1696.8379 3 337 350 K NSSYFWEWIPRMYIC Y
16872.9291 1873.9199 -8 363 379 KMSSTFIGMSTAIQELFK.R
2029.0302 20300256 £ 363 380 K.MSSTFIGHNSTAIQELFKR. |
2045.0252 20460263 -2 363 380 K.MSSTFIGHNSTAIQELFKR. | Oxidation (M)
1244.586 12455861 £ 381 390 R.ISEQFTAMFR.R Oxidation (M)
1400.6871 1401.6891 -4 381 391 R.ISEQFTAMFRR. K Oxidation (M)
Spot 93 20080606-D9) Tubb2a
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Score C.1 % Madification
1630.8236 1631.8127 -11 B3 77 RAILVDLEPGTMODSYR. 5 Oxidation (M)
2797 3361 2798.3181 -9 78 103 R.SGPFGQIFRPDNFYF GQSGAGNNWAK. G
1957 9745 19589585 -12 104 121 K. GHYTEGAELYVDSYLDWWR. K
2086.0695  2087.0732 -2 104 122 K GHYTEGAELVDSYLDWWRK E
1076626 1077 5459 13 166 162 K. IREEYFPDR.I
1129686 11305935 -2 242 251 R.FPGQALMADLR. K
1257 683 125865805 -B 242 252 R.FPGQLMADLRK. L
1266.7169 1287 7161 -6 252 262 R KLAWNMYPFPR.L Oxidation (W)
115686219 11596261 -3 253 262 K LAWNMYPFPR.L Oxidation (M)
1619.6283 1620.8158 -12 263 276 R.LHFFMPGFAPLTSR.G
1635.6232  1636.8167 7 263 276 R.LHFFMPGFAPLTSR.G Oxidation (M)
1706.8549 1707 8583 -2 283 297 RALTYPELTQQMFDSK.M
1722.8498 1723.875 10 283 297 RALTYPELTQQMFDSK.M Oxidation (M)
1695.8257 16896.8379 3 337 350 K NSEYFYEWIPNMYICT
1856.9342 1857.9418 [u] 363 379 KMEATFIGNETAIQELFK.R
1872.9291 1873.9199 -9 363 379 KMSATFIGNSTAIQELFK. R Oxidation (M)
2029.0302  2030.0256 -8 363 380 K MSATFIGNSTAIQELFKKR. | Oxidation (M)
1244886 12455861 -8 381 390 R.ISEQFTAMFR.R Oxidation (M)
1400 6871 1401 6891 -4 381 391 RISEQFTAMFRR. K Oxidation (M)



Spot 95 (P1014-12) — Acrosin-binding protein (Acrbp)

Spot 95 (P1014-12) Acrbp
LCMS/MS (Scaffold)

Mo Calculated Mascot
Sample Peptides | Sequence  Position in Precursor | Charge mass Mascat Expect
Mame | Acc No. Proteins(s) inferred identified  Coverage | seguence Peptide Sequence miz observed  (neutral) score value
P1014-12 | QBAY33 sp|OBAYI3|Acrasin-binding protein | 1 T 380% | 259- 270 |(K)SLSSNPSFFTPRY) T Er0.24 T 2 T 133847 | 431 [1.90E-001

Tax_|d=10116 [Rattus norvegicus]



Spot 96 (D4 20070719) — Stress-70 protein, mitochondrial precursor (Hspa9)
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Spot 96 (20070719.D4) Hspad
MS+MS/MS

Calculated Observed| +-ppm

867.5131 867 5158

917.4437 917 4446

958.4952 958.5029

9725988 9725967
10455387 104555682
10566312 10566384
1231.6641 1231.671
12426801 1242 6331
12426801 1242 6331
12806801 12906836
12806801 12906836
1380.6501 13806456

1462767 1462.7568

1462757 1462.7568
14767329 14767334
14767329 14767334
1489.6373 1489.8339

1493723 14937272
15966.7704  156G.7692
1569.6345  1569.7725
1608.7687 1608.769
16458795 16458723
16709183 16708193
1694.8496 16948511
16948496 1694.8511
1706.8378  1706.8391
1706.8378  1706.8391
1709.8717  1709.8374
1724 8715 1724.871
1724 8715 1724.871
1808.9025  1808.8973
1808.9025  1808.8973
2055.9617  2066.9548
22331056 22330335
24342129 24342131
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4700 Reflector Spec #1 MC=>BC=>MC[BP = 1476.7, 12117]
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1441.8 2084.6 2727.4 3370.2 4013.0
Mass (m/z)
start end Sequence lon Scare C.1.% Modification
100 107 LYGMPAKR Oxidation (M)
647 653 LFEMAYK Oxidation (M)
7 85 VLENAEGAR
139 146 NYPFKIVR
B47 BS54 LFEMAY KK Oxidation (M)
285 292 HIVKEFKR
B35 B46 QAASSLOQASLE
207 218 DAGQISGLNYLR
207 218 DAGQISGLNYLR 17 97.309
395 405 VOOTYADLFGR 28 99.785
395 405 VOOTYADLFGR
64 574 NAEKYAEEDRR
378 391 SDIGEVILYGGMTR Oxidation (M)
376 391 SDIGEVILYGGMTR 19 98.462 Oxidation (M)
86 99 TTPEVVAFTPDGER 35 99.857
86 99 TTPEVVAFTPDGER
349 361 AQFEGINTDLIKR
127 138 RYDDPEVAKDTK
108 121 QAVTHPMMTE YATK
160 173 LYSPSQIGAF LMK Oxidation (M)
174 187 MKETAENYLGHTAK Oxidation (M)
219 234 VINEPTAAALAY GLDI
203 218 QATKDAGQISGLNYLR
188 202 NAVITYPAYFNDSQR
188 202 NAVITYPAYFNDSQR £0 99.093
293 307 ETGVDLTKDMMALQR 12 91.491 Oxidation (M)
293 307 ETGVDLTKDNMALQR
144 159 WRASNGDAWYEAHGK
108 122 OAVTHPHNTE VATKR 18 98.147
108 122 OAVTHPHNTE VATKR
469 485 SOVFSTAADGATOVEIK 37 99.973
469 486 SOVFSTAADGATOVEIK
266 284 STNGDTFLGGEDFDQALLR
626 646 DSETGEMIRQAASSLQAOASLK
542 563 EQQNVIQSSGGLEKDDIENMWIK Oxidation (W)



Spot 96 (20070719.D4) Hspa9

PMF/MALDI
Calculated Observed  +-ppm start end Sequence lon Scare C.1 % Modification
2078.0024 20789724 -18 X} 73 K.GAVVGIDLGTTNSCYAYMEGK. O
2421188 24221863 -4 53 76 K.GAVVGIDLGTTNSCWAYMEG KQAK. Y Oxidation (M)
957.4879 955.5032 8 77 85 KWVLENAEGAR.T
14767256 14767379 3 86 99 RTTPSYWAFTPDGER.L
2188.1188  2189.1072 -9 86 106 R.TTPSVVAFTPDGERLYGMPAK. R Oxidation (M)
886.5058 887 5168 4 100 107 R.LVGMPAKR.Q Oxidation (M)
1567 7631 1568.7745 3 108 121 R.OAVTNPNNTF YATK R
1723.8642 1724.879 4 108 122 R.OAVTMPMNTF YATKR.L
971.5916 9726971 -2 139 146 K NYPFRIVR.A
1706.6645  1709.8452 -16 144 159 K IVRASHNGDAWYEAHGK L
13406109 13416771 44 147 159 RASNGDAWWEAHGK. L
1666.6272  1569.7767 -36 160 173 K LYSPSQIGAFYLMI M Oxidation (M)
1811.9676  1812.8394 -47 160 175 K LYSPSQIGAFYLMIKMI.E
1607.7613 16087739 3 174 187 K MKETAENYLGHTAK N Oxidation (M)
1653.6424 1694.858 ] 188 202 K MNAVITVPAYFNDSAR.Q
1669.9111 16708275 ] 203 216 R.QATKDAGQISGLMYLR.Y
12416726 12426857 5 207 218 K.DAGQISGLMNYLR.Y
164468723 16458791 0 219 234 RVINEPTAAALAYGLDK. S
2104.0688 21050299 11 219 238 RVINEPTAAALAY GLDKSEDK Y
20549545 20559653 2 266 284 K.STNGDTFLGGEDFDGALLR.H
899.5229 9005278 -3 285 291 R.HIVKEFK.R
1B689.6356  1690.5364 -4 293 307 R.ETGVDLTKDMMALQR.Y
17058305 1706.8453 4 293 307 R.ETGVDLTKDMMALQR.Y Oxidation (M)
8623967 863 4466 43 30 307 K. DMMALQRY Oxidation (M)
1027 5597 1028.569 2 341 348 WK HLMMKLTR. A Oxidation (M)
13327289 13337339 -2 349 360 R.AQFEGIVTOLIK.R
1488.83  1489.8367 o 349 361 RAQFEGIVTDLIKR.T
14457548 14467496 -9 378 391 K SDIGEVILYGGMTR.M
1461.7497 1462 7609 3 378 391 K SDIGEVILYGGMTR.M Oxidation (M)
1289.6728 12906865 ] 395 405 KAVQOTYADLFGR. A
1672.8897  1673.9004 2 395 409 K AVQOTYADLFGRAPSK.A
1807.8952  1808.9041 1 469 485 K. SOVFSTAADGOTOVEIK Y
2433.2057 24342251 ] 542 663 R.EQQNIOSSGGLSKDDIEMMVIC N Oxidation (M)
1871.89356 18729195 10 a79 595 RVEAVNMAEGIHDTETK. M Oxidation (M)
903.496 904.5001 -3 616 624 K MRELLAR. K Oxidation (M)
22320882 22330935 -5 626 646 K DSETGENIRGAASSLAQASLKL
12306566 12316729 7 635 646 R.QAASSLOQASLK. L
916.4364 917 4445 1 647 653 K. LFEMAYK K Oxidation (M)
1044 5314 1045.559 19 647 654 K LFEMAY KK M Oxidation (M)



Spot 103 (A23 20080606) - Inner membrane protein, mitochondrial, isoform CRA_a (Immt)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 66327] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 103 (20080606-A23) Immt (isoform CRA_a)
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Score C.1 % Maodification
1394 6929 13957115 B 73 B4 R ESWYEKTIPYSDK.L
966.5862 967 5923 -1 102 110 K KPIQSGPLK|
1306.6075 1307 6732 45 196 206 K OEQYEMESLAK S Oxidation (M)
1517 7685 1618.7709 -3 207 220 K. SLEDALNATATVTR.Q
1441.7889 144278768 -6 221 234 R ATITAQNAAVQAVIC A,
1001.5505 1002 5576 [u] 260 266 R TVEGALKER.R
1114 587 1115.567 -6 271 281 KAYDEAADALLK A
905.4526 5064355 -27 284 290 K. EELEKMK.T
1562.7826 1563.7844 -4 300 314 R.EIAGATPYITAAEEK L
14547803 14557823 -4 315 327 K.LHSMIVDLDSWWK K
14707752 1471.776 -4 315 327 K.LHSMIVDLDSWWK K Qxidation (M)
1088572 1059.5807 11 328 337 KIVOAADSEAK Y
15268205 15278156 -8 338 380 KAWWBEYHELWYAAR.D
1570.7879 1571.8253 19 356 369 K. ELDEITPDITPGWK. G
913.5093 914.5098 -7 390 3% R.RIDOLNR.E
1536.826 18378278 -4 403 415 K ATEKQHIEELALER.Q
1107 6036 1108.6023 -8 407 45 K QHELALER.Q
9683.5138 964.5188 -2 422 430 K RAF DSAWAK A
807 4127 B05.4213 2 423 430 R AFDSAWAK A
2131948 21329536 -1 07 524 R.SOEQMDNFTLDINTAYAR.L Oxidation (M)
1822.8809 16823.8801 -4 527 543 R.GIEQAVOSHAVAEEEAR K
19449826 19459845 -3 561 579 K TSEAEMPTIPLGSAYEAIR W Oxidation (M)
1052.5138 1053.51687 -2 603 B11 R.GYYSEETLR.A
2002.0411 2003.0593 5 B52 BEE K. ALKPPAELYPEDINTFK L
1176.6251 1177 6276 -4 6o B97 K FYNOLKGESR.R

Spot 103 (D2 20070719) — Inner membrane protein, mitochondrial, isoform CRA_a (Immt)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 3750]
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Spot 103 20070719-D2) Immt ({isoform CRA_a)

PMF/MALDI
Calculated Observed  +-ppm start end Sequence lon Scare C.1 % Modification
B846.3773 8473831 -2 B7 72 K.WDSHFR.E
14186579 14196589 -4 B7 77 KWDSHFRESYEK.T
1517.7685 15187789 2 207 220 K. SLEDALNOTATYTR.Q
1441.7889 14427845 -8 221 234 R.OTITAGNAAYOAVI A
1562.7828 1663792 1 300 314 R.EIAGATPYITAAEEK. L
1526.8205 1527 5245 -2 338 350 KAWSAYHELYWOAR.D
1536826 1537.8195 -9 403 415 K ATEKQHIELALER.Q
1107.6036  1108.6051 -5 407 415 K. QHIELALER.Q
1673.8326 15748322 -5 465 478 R QALAHTOHLRDWVLK
2126.0215 2126.03 1 479 495 KVOEQELKFEFEQDLSEK L
12866256 1267 6522 15 496 505 K.LSEQELEFHR.R
14427266 14437451 8 496 606 K. LSEQELEFHRR.S
227206542 22730337 -12 506 524 R.RSQEQAMDNFTLDINTAYAR.L
2131945 21329561 u] a07 524 R.SQEQMDNFTLDINTAYAR.L Oxidation (W)
2082.0661 2093.075 1 525 543 R.LRGIEQAVQSHAVAEEEAR. K
18228809 1823.8853 2 a27 543 R.GIEQAVQSHAWAEEEAR K
19449826 19459929 2 461 579 K. TSSAEMPTIPLGSAVEAIR. W Qxidation (M)
10525136 1053.5045 -16 603 611 R.GVYSEETLR.A
981.53%6 9825757 22 512 519 R.ARFYAVGK.L
2002.0411  2003.0355 -6 652 BEE K. ALKPPAELYPEDINTFK.L
11766251 11776321 0 [0 B97 K.FWNALKGESR.R



Spot 104 (A18 20080606) - Ferritin heavy chain (Fth1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 64371] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 104 200B0E06_A18) Fth1
MS+MS/MS
Caloulated __ Ohserved +ippm _ start ond Sequenca lon Scors G 1% Madification
BTG 5160 076 520 2 El 7 IFLODIK
BTRA1AD O7R SIS 2 a1 87 IFLODIK 7 797
116356050 1163 5964 i 148 167 ELGDHWTNLR
11636050 1163 5964 0 148 167 ELGDHWTNLR
1267 7004 1267 BOAT -1 110 120 SVNQSLLELHK a1 95993
1267 7004 1267 BOET -1 110 120 SVNQSLLELHK
1281.6909 1281.689 -1 148 186 ELGOHWTNLRK
13456284 13456732 33 g5 B4 YFLHQSHEER
1481807 1481.8069 0 145 157 SIKELGDHWTNLR
15457041 15456980 -3 [ 23 QNYHODSEAAINR 48 93.007
15457041 15456980 -3 i 23 QNYHODSEAAINR
Spot 104 Z00B0606_A18) Fth1
PMF/MAL DI
Calculated  Ohserved  +ippm  start end Sequence lon Score C1% Madification
S4R4PG O4F 4orh 5 E] 0 M TTASPSOVR O
1544 BORT 1645702 -1 1 23 R ANYHADSEAAINR O
1344 EI11 1345 6412 1 [ B4 1 YFLHOSHEER E
875.5116 G76.52 1 81 87 R.IFLQDIK. K
1266.6932 1267.697 -3 110 120 K.SWNGASLLELHK L
1480.7998  1481.808 1 145 157 K. SIKELGDHWTHLR. K
1608.8047  1509.8977 -3 145 158 K. SIKELGDHWTHLRK.M
1152.5087  1153.5080 1 148 157 K. ELGOHWTNLR.K
1260 6837 1281 BB 7 148 156 K ELGOHWTNLRK M



Spot 106 (C2 20080606) - Isopentenyl-diphosphate Delta-isomerase 1 (Idi1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 6955] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 673
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 106 (200B0606-C2) Idi1
PMF/MALDI
Calculated __ Observed _+-ppm __ stat___end Sequsnce lon Scors___C.1% Modification
21460086 2147 0598 T 3 30 K OV OLLAEMCILIDENDNK |
14157085 14167312 11 53 64 R AFSVFLFNTENK L
23341413 23351655 7 114 133 KK AELGIPLEEVDLNEMNYLTR | Oxidation (M)

22611117 22621028 -7 138 156 K AQSDGMYGEHEIDYILFLR. K



Spot 108 (P1014-18) — mixture of: Protein arginine N-methyltransferase 5
[Mus musculus] (Prmt5), Heat shock-related 70 kDa protein 2 (Hspa2) and
Serum albumin (Alb)

Spot 108 (P1014-18)
LCMS/MS (Scaffold)

Prmt, Hspa2 & Alb

Mo, Calculated Mascot
Sample Peptides  Sequence  Posgition in Precursor | Charge mass Mascot Expect
Mame Acc No. Proteins(s) inferred identified Coverage  seguence Peptide Sequence miz observed  (neutral) score value
P1014-18 | QBCIGE | sp|GBCIGE|Pratein arginine M- 3 JE1% 2-13  (M)aAmAVGGAGGER(Y) £31.62 2 105122 | 590.3  4.35E006
methyltransferase & Tax_|d=10080
[Mus musgculus]
632 - 637 (RISYTIGL() == " B5213 405 1 BGE-001
2-18 | (MaAMAVGGAGGERYVESGRID) "7eerds T 2 T 153146 481 [5.74E002
F14659 sp|P14669|Heat shockrelated 70 7 1 7 3.32% | 613-633 [(KLYOGGPGGGGSSGGPTIEEVDL) © 96714 7 2 7193227 | 938 [1.29E006
kDa protein 2 Tax_|d=10116 [Rattus
norvegicus]
ENSRM ens|ENSRMOPOOODO003921(ENSRN © 3 7 4B1% | 550- 558 | (K)QTALAELVIK(H) Tasees [ 2 T oov134 [ 620 "2.94E003
OP00000 0GI0000002911
003921 transcript: ENSRNOTO0000003921
Tax_|d=10116 [Rattus norvegicus)]
549 - 558 | (KIKGATALAELYK(H) Toss072 T2 T 109943 526 [2.45E002
435 - 452 |(R)YTAKAPQVETPTLYEAAR(N) £53.86 3 1958.56 | 851 123E02
Spot 108 [P1014-18 (75972 Rattus)] Hspa?
LCMS/MS
Calculated  Observed  +-ppm _ start end Sequence lon Score | C.1.% _ Modification
19929152 9969389 79 94 K FEDATYGSDMKHWPFR.Y B
1786.9828)  597.00B4 173 189 R.INEPTAAAIAY GLOKK. G 10
13456812 449.4429 240 260 R.MVSHLAEEFKR. K 30
11526597 677.3184 521 529 R.MVAEAERYK 5 1
1932.8701  967.1334 513 633 K LYQGGPGGGGSSGGEPTIEEYD.- a1
1932.8701  967.1339 513 633 K LYOGGPGGGGSSGGEPTIEEYD.- 94
Spot 108 [P1014-18 (79972 Rattus)] Alb
LCMS/MS
Calculated _ Observed +-ppm __ starl end Sequence lon Score | C.1.% _ Modification
15285501 S09.6814 76 88 K. TCVADENAENCDK. S 1
5984433 £99.279 213 219 K ALVAAYR.Q 15
1327.5795 4432209 220 229 R.ORMKCSSMOR.F 10 Oxidation (M)
1507.8048  503.8409 230 242 R.FGERAFKAWAVAR M 19
10185712 510.9404 234 242 RAFKAWAVAR M 31
530.3064 532,858 282 286 R.AELAK. Y 5
1958.0425)  B53.BB12 435 452 RV TAKAPGOYSTPTLYVEAAR N 55
1968.0426)  B54.8194 435 452 RV TAKAPQWVSTPTLVEAAR N 24
1099.6601  £60.7199 549 5658 K KQTALAELVIK.H 53
9716661 4866784 560 568 K QTALAELVIKH 62
12937041 432.1383 569 563 K HKPKATEDOLK T 10
1945.8949  B50.4379 585 602 K AADKDNCFATEGPNLYAR.S 44
1945.8949 9757209 585 602 K AADKDNCFATEGPNLYAR.S 34



Spot 110 (A9 20080606) - Protein DJ-1 (Park?, Cap1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 71852] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 110 (20080606.A9) Park?, Cap1
MS+MS/MS
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
58524937 852 4921 -2 123 130 WTSHPLAK
§74.4392 6745054 7 149 156 DELILTSR 1] 1]
§74.4392 6745054 7 149 156 DELILTSR
12307052 12307064 1 146 156 VEKDGLILTSR
12307082 1230.7064 1 146 186 VEKDGLILTSR 18 97.931
1721.8085 1721.822 8 13 27 GAEEMETVIPYDIMR 2 Oxidation (M)
1877.9095  1877.8989 -6 13 28 GAEEMETVIPYDIMRR 2 Oxidation (M)
Spot 110 {20080606-A9) Park?, Cap1
PMF/MALDI
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
172008012 1721.8225 8 13 27 K.GAEEMETVIPYDIMR.R 2 Oxidation (M)
1876.9023 18779111 1 13 28 K. GAEEMETVIPYDIMRR. A 2 Oxidation (M)
1285699 12867192 10 =) 99 K EILKEQENRK. G
802.3933 B803.4377 48 94 99 K EQENRK.G
8514865 852 4756 =21 123 130 K WVTSHPLAK.D
12296979 1230.7039 -1 146 156 R VEKDGLILTSR. G
B73.492 8745 1 149 156 K. DGLILTSR.G



Spot 113 (C17 20080606) - Aldehyde dehydrogenase, mitochondrial precursor (Aldh2)
and/or ATP synthase subunit alpha, mitochondrial precursor
(Chain A, Rat Liver F1-Atpase) (Atp5a1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 9713] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 673
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Mass (m/z)
Spot 113 20080606.C17) Aldh2
MS+MS/MS
Calculated  Observed  +-ppm___ start end Sequence lon Score .1 % Madification
902 4541 502 498 P 438 TIEEVWGR
9905002 90 A061 6 343 357 VWGNPFDSR
1177 6575 1177 GB09 3 429 438 FKTEEWWGR
11776575 1177.6609 3 429 438 FKTEEWGR
14027227 1402722 0 84 95 AAGAAF ALGSPWR
14707627 1470.7815 A 37 409 GYFIQPTVFGDVI
15317428 1531.7408 E| 162 174 TIPIDGDFFSYTR
15317428 1531.7408 E| 162 174 TIPIDGDFFSYTR 25 99824
159979 15097871 2 495 508 ELGEVGLOAYTEVK
17758123 17757914 42 327 340 TFYQEDVYDEFWER 32 99983
17758123 17757514 42 327 340 TFYQEDVYDEFWER
18440527 1844.0297 A2 212 228 VAEQTPLTALYVANLIK
1844 0527 1844 0297 A2 212 228 VAEQTPLTALYVANLIK
2152 1028 2152 0B1& A3 410 478 DGMTIAKEEIF GPYMOILK 2 Oxidation (M)
Spot 113 20080606-C17) Aldh2
PMF/MALDI
Calculated  Observed  +-ppm___ start end Sequence lon Score .1 % Madification
16999158 17006511 12 Bl 56 K AVIAROALF OLGEPYWR R
14017153 1402748 18 B4 96 K AAQAAFQLGSPWR R
13736803 13747617 3 106 116 R LLYRLADLIER D
10995995 1100 G268 21 110 118 R LADLEROR T
14576728 1450.7109 21 150 161 R Y YAGWADKYHGIK. T
15307355 1531.7708 8 182 174 K TIPIDGDFFSYTR.H
136687799 1369.7545 24188 211 KLGPALATGAMAVMIY
13847748 13858029 15 198 211 KLGPALATGRVV MK Y Oxidation (M)
1843.0455 18440704 10 212 228 KVAEGTPLTALYVANLIKE
1774805 17758325 11 37 340 RIFVQEDVYDEFVER.S
12326262 12338831 24 347 357 K.SRYVENPFDSR.T
9894931 9905138 14 349 357 RVYGNPFDSRT
2477 1823 2478 2068 7 33 370 R VYGNPFDSRTEQGPOYDETQFK K
1505 6998 1505 7349 18 388 370 R TEQGPOVDETOFK K
16337948 1634 6266 16 388 371 R TEQGPOYDETAFKKI
14897555 14707505 19 397 409 R GYFIOPTVFGOVKD
2151 0956 21521143 5 410 428 K DGMTIAKEEIFGPYMOILK F 2 Oxidation (M)
14187479 14197601 3 417 428 KEEIFGPYMQILKF Oxidlation (M)
11766503 1177 6763 16 429 438 K FKTIEEVVGR.A
9014869 902 6026 5 431 438 K TIEEVVGR A
14157368 1416 6B57 41 431 443 K TIEEVVGRANNSIC Y
10335702 10406001 22 A4 453 K YGLAAAVFTIK D
21900263 21910471 6 489 508 K MSGSGRELGEYGLAAYTEVICT Oxidation (M)

15867626 1599.8193 18 495 508 R.ELGEYGLOAYTEVKT



Spot 113 {20080606-C17) AtpSa1

MS+MS/MS
Calculated Ohserved  +-pprn start end Sequence lon Scare C.1 % Modification
10265942 1026.5986 4 195 204 AVDSLYPIGR
12072001 11207275 7 172 182 YGLKAPGIPR
1374741 13747386 -2 183 194 ISYREPMATGIK Oxidation (M)
1548.8679 15489358 44 317 329 OAVAYROMSLLLR
15537383 15537302 -5 335 347 EAYPGDVFYLHSR
16629126 15629498 24 74 88 VLSIGDGIARVHGLR
1676786 16767811 -3 59 73 ILGADTSYDLEETGR
1610.6746 16108565 -10 134 149 TGANDVPVGDELLGR
1610.6746  1610.8565 -10 134 148 TGANDYVPYVGDELLGR
1683.7894 16837767 -5 89 103 NVQAEEMYEFSSGLK Oxidation (M)
23251543 2325.0901 -28 473 493 AGAYSPMAIEEQWAWIYAGWR Oxidation (M)
23381672 2333.0771 -38 442 463 EVAAFAGQFGSDLDAATQGLLSR

Spot 113 {20080606-C17) AtpSial

PMF/MALDI
Calculated Ohserved  +-pprn start end Sequence lon Scare C.1 % Modification
17919036 17928329 -18 43 58 R.LOKTGTAEMSSILEER.I
15747788 15758126 17 59 73 RILGADTSYDLEETGR.Y
999.5713 10005901 12 74 83 RVLSIGDGIARY
16827821 1683.8154 15 89 103 R.NVOAEEMYEFSSGLK.G Oxidation (M)
1609.8676 16108907 10 134 149 R TGANWDVPVGDELLGR.Y
11197126 11207435 21 172 182 R VGLKAPGIFR.I
13737337 13747617 15 183 194 RISVREFPMOTGIK A Oxidation (M)
10255869 10266107 16 195 204 K AYDSLYPIGR. G
13167347 13167632 16 219 230 KTSIAIDTINGK. R
14716356 14728167 -17 219 231 KTSIAIDTINGKR.F
1700.6733  1701.8809 0 302 316 R.DNGKHALIYDDOLIK. G
12666087  1207.7264 25 306 316 K.HALIYDDLSK. @
875.4399 876.4999 3 323 329 R.AMSLLLR.R Qxidation (M)
1852731 15537614 15 335 347 R.EEAYPGDWFYLHSR.L
11345815 11356057 15 417 427 RVGSAALTRAMK. Q Oxidation (M)
1622845 1623.8705 11 428 441 K. OVAGTMKLELAQYR.E Oxidation (M)
23371601 23381392 -12 442 463 R.EVAAFACQFGSDLDAATOOALLSR.G
23241471 2325.156 1 473 493 K. QGOYVSPMAIEEQWAVIYAGWR. G Oxidation (M)



Spot 124 (D10 20070719) — Protein disulfide-isomerase A3 (Pdia3)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 1653.8, 12374]
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Mass (m/z)
Spot 124 (20070719-D10) Pdia3
MS+MS/MS
Calculated Observed| +-ppm stan end Sequence lon Scors C.1.% Maodification
866.4617 B66.4686 8 416 422 YKELGEK
B877.489 B877.4948 7 2497 304 LNFAWASR
936.6396 935.6415 2 74 82 LKGIVPLAK
9895.6632 899565713 8 131 140 QAGRASVPLR
1084.5674 10B4.5696 2 85 104 YGVEGYPTLK
1168.6685 1168.6838 13 120 130 TADGIWSHLKK
1179.5865 1179.5922 5 174 183 AASMLRDNYR
1188.5354 1188.5417 5 336 344 FVMOEEFSR Oxidation (M)
1186.5354 1165.5417 5 336 344 PVMQEEFSR 19 98.726 Oxidation (M)
1191.6005 1191.6027 2 B3 73 LAPEYEAAATR
1137.7201 1197.7302 =] 423 433 LEKDPNIVIAK
1244.6633 1244 6726 7 184 184 FAHTNWESLWK
1341.6837 1341.6868 2 449 460 GFPTIYFSPANK
1341.6837 1341.6868 2 449 460 GFPTIYFSPANK B1 100
1347.7015 1347.7002 -1 B2 73 RLAPEYEAAATR
1373.6736 1373.6775 3 352 362 FLOEYFDGMNLK
1384.6557 1394.6625 3 162 173 DLFSDGHSEFLK 56 100
1384.6557 1394.6625 3 162 173 DLFSDGHSEFLK
1357.7059 13597.7092 2 472 432 ELNDFISYLOR
14697787 1469.7808 1 449 461 GFPTIYFSPANKK
14BB.6787 1488.6683 3 336 347 FYMOQEEFSRDGK Oxidation (M)
14BB.6787 1488.6683 3 336 347 FYMOQEEFSRDGK Oxidation (M)
1502.6943 1502.7043 7 333 344 GEKFYMOEEFSR Oxidation (M)
1529.7747 1629.7817 a 352 363 FLOEYFDGMNLKR
1529.7747 1529.7817 5 352 363 FLOEYFDGNLKR B3 100
1587.8165 1587.826 B 148 161 FISDKDASWGFFR
1583.5483 1593.8506 1 483 486 EATHNPRIQEEKRK
15583.5483 15593.8506 1 483 486 EATHNPRIQEEKRFK 21 99.247
1607.7476 1607749 1 258 271 DLLTAYYDWDYEK
1607.7476 1607749 1 258 271 DLLTAYYDWDYEK 30 93.899
1652.7662 1652.76681 1 105 119 IFRDGEEAGAYDGPR
1652.7662 1652.76681 1 105 119 IFRDGEEAGAYDGPR 25 99.722
1721.9432 1721.8537 B 433 437 EATHPPIQEEKPKK
1800.9377 1800.3374 [u] 364 379 YLKSEPIPETHNEGPYK
1850.0352 1880.0476 5 433 488 EATNPRIQEEKFKKK
1872.9813 1872.9875 3 131 147 QAGPASYPLRTEDEFKK
1950.9331 19809434 5 259 274 DLLTAY ¥ DWDYEKNTK
1850.9331 1880.9434 5 259 274 DLLTAY ¥ DWDYERNTK 95 100



Spot 124 {20070719-D10) Pdia3

PMF/MALDI
Calculated Observad  +-pprr start end Sequence lon Scare C.1 % Modification

13466942 1347 B978 -3 B2 73 K.RLAPEYEARATR.L
118058931 11916012 1 B3 73 RLAPEYEARATR.L

937 6324 9356424 3 74 82 R.LKGIWPLAK. Y
1083.5601 1084 5693 2 95 104 K.Y GYSGYPTLK

1651.759  1B52.7B46 -1 105 119 KIFRODGEEAGAYDGPR. T
1039.5662 10405782 ] 120 129 R.TADGIMSHLK. K
1167 6612 1168.6859 15 120 130 R.TADGIWSHLIKIK. QO

994 556 9955735 11 131 140 K QAGPASVPLR.T

174368791 17448855 -1 131 146 K QAGPASYPLRTEDEFK. K
1686.8093  1567.8254 6 148 161 K FISDKDASWVVGFFR.D
13836614 1394 6626 3 162 173 R.DLFSDGHSEFLK A
11765792 11795911 4 174 183 K AASNLRDNYR.F
12436561 1244 6705 6 184 194 R.FAHTNVESLYK.E
1606.7403 1607.746 -1 259 271 K.DLLTAYYDWDYEK.N
19499258 19509403 4 259 274 K.DLLTAYYDWDYEKMTK.G
11245363 11255905 42 272 280 K.NTKGSNYWR.N

979.4943 980.5265 25 281 288 R.MNRWMNMYAKT 2 Oxidation (M)
17459213 17465218 -4 289 304 K. TFLDAGHKLNFAVASR. K

876.4817 877.4951 7 297 304 K LNFAVASR, K
2604.3072 26052864 -1 306 329 K. TFSHELSDFGLESTTGEIPYVAIR.T
1501.6871 15027021 ] 333 344 K. GEKFYMOEEFSR.D Cxidation (M)
11715332 11725309 -8 336 344 K FWMOEEFSR.D
1187.5281  1188.5409 ] 336 344 K FYMOEEFSR.0 Oxidation (M)
14716766 14727472 43 336 347 K FWMOEEFSROGH. A
1487 6715 1488.6804 1 336 347 K FWMOEEFSROGH. A Oxidation (M)
13726663 13736779 3 352 362 R.FLOEYFDGMLK.R
16267674 15297792 3 352 363 R.FLOEYFDGMNLKR.Y
1789.9306 18009334 -2 364 379 R.YLKSERPIPETNEGPVIK Y

865.4545 8664681 7 416 422 K YKELGEK. L
11867126 1197.7245 4 423 433 K LSKDPHMMIAK. M
13406765 13416854 1 449 460 K. GFPTIVFSPANK. K
1466.77 14 1468.75 1 449 461 K.GFPTIVFSPANKK.L
13966987 1397 7069 1 472 482 R.ELMNDFISYLQR.E
15828400 1593.8491 1 433 496 R.EATNPPIQEEKPK. K
17209359 17219529 B 433 497 R.EATNPPIQEEKFKK. K

Spot 124 (A21 20080606) - Protein disulfide-isomerase A3 (Pdia3)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 62178] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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Spot 124 {20080606-A21) Pdia3

MS+MS/MS
Calculated Observed +~ppm start end Sequence lon Scare C.1.% Maodification
8664517 B66. 4594 g 4Me 422 YKELGEK 2 5.539
8664517 8664594 g 4Me 422 YKELGEK
B877.489 B77 4922 4 297 304 LNFAVASR
B877.489 B77 4922 4 297 304 LNFAVASR
88684573 B85 4609 4 289 296 TFLOAGHK
938.63%6 938 6386 -1 74 B2 LKGMNWPLAK 18 97.583
938.63%6 938 6386 -1 74 B2 LKGMNWPLAK
951.6509 951.5461 -5 219 226 WAYTEKK
980.6015 9605021 1 281 288 NRWIMWWVAK 2 Ouidation (M)
595 6632 995 5636 [u] 131 140 QAGPASYPLR
1040.6735 1040.574 [u] 120 129 TADGIVSHLK
1084.6674 1084 5657 -2 95 104 Y GWSGYPTLK
1084.5674 1084 5657 -2 95 104 YGWSGYPTLK 35 99.954
1166.6685 11686705 2 120 130 TADGIWSHLKK 18 97.75
1166.6685 11686705 2 120 130 TADGIWSHLKK
1179.5865  1179.5856 -1 174 183 AASNLRDNYR
1179.5865  1179.5856 -1 174 183 AASHLRDNYR
1188.5354  1188.5331 -2 33 344 FYMQEEFSR Oxidation (M)
1191.6005 11915386 2 B3 73 LAPEYEAAATR
1191.6005  1191.5986 -2 B3 73 LAPEYEAAATR 41 99.989
11977201 11977175 -2 423 433 LSKDPNIVIAK
1197.7201 11977175 -2 423 433 LSKDPNIVIAK
12446633 12448604 -2 184 194 FAHTNYESLWK
1341.6837  1341.6836 [u] 449 4B0 GFPTIVF SPANK
1347.7015 1347 B963 -4 B2 73 RLAPEYEAAATR
1394 6587 1394 BSEE -2 162 173 DLFSDGHSEFLK
1397.70589 1397 7043 -1 472 482 ELNDFISYLAR
1397.7059 1397 7043 -1 472 482 ELMDFISYLAR 22 99.033
1469.7787 14697772 -1 449 461 GFPTIYFSPAMNKIK
1469.7787 14697772 -1 449 461 GFPTIYFSPAMNKIK 28 99.756
1488.6787 14886748 -3 336 347 FYMOEEFSRDGK Oxidation (M)
1629.7747 16297716 -2 352 363 FLOEYFDGMLKR
1629.7747 16297716 -2 352 363 FLOEYFDGMLKR 38 99.879
16687 8166 1587.8143 -1 146 161 FISDKDASWWGFFR
1693.8483  1593.8505 1 483 496 EATNPPIQEEKPK
1593.8483  1593.8505 1 483 496 EATNPPIQEEKPK [ 64.169
1607.7476 16077432 -3 259 271 DLLTAYYDWDYEK
1652.7472 1652.755 5 434 448 MDATANDWPSP YEWK Oxidation (M)
1652.7662 1652.755 -7 105 119 IFRDGEEAGAYDGPR 11 59.948
Spot 124 (20080606-A21) Pdia3
PMF/MAL DI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
1346.6942 1347 6969 -3 B2 73 K RLAPEYEAAATR.L
1190.5931 1191.5959 -4 B3 73 R.LAPEYEAAATR.L
937.6324 9386367 -1 74 52 R LKGINWPLAK Y
1083.5601 10845631 -4 95 104 K YGYSGYPTLK.|
1235.5054 12365073 -4 108 119 R.DGEEAGAYDGPR.T
1039.5662 10405709 2 120 129 R.TADGIVEHLK K
1167 6612 1168.6655 -2 120 130 R.TADGMEHLKK. G
994 556 9955616 -2 131 140 K. QAGPASYPLR.T
1586.8093  1587.8108 -4 148 161 K. FISDKDASWYGFFR.D
1393.6514  1394.B555 -2 182 173 R.DLFSDGHSEFLIKC A
1178.5792  1179.5848 -1 174 183 K AASNLRDNYR.F
12436561 1244 BE3S u] 184 194 R.FAHTNYESLYK.E
950 5437 951.5482 -3 219 226 W IWAYTEKK M
1606.7403 1607 7469 u] 269 271 K OLLTAYYDWDYEK. N
1949.9258 19509441 B 269 274 K DLLTAYYDWDYEKNTK. G
979.4943 9805002 -1 281 288 R.NRYMNVAKT 2 Oxidation (M)
8874501 888 4617 5 289 296 K TFLDAGHK L
B76.4817 B77. 4911 2 297 304 K LNFAVASR K
1486.6922  1486.7593 40 333 344 K GEKFYMOEEFSR.D
1167 5281 1168.5309 -4 336 344 K FYMOEEFSR.D Oxidation (W)
1487 6715 14886713 -5 336 347 K FWMQEEFSRDGK. A Oxidation (W)
1526.7674 15297716 -2 352 363 R.FLAEVFDGMLKR.Y
1799.9305 168009391 1 364 379 R.YLKSERIPETNEGPWIK
1395.6882  1396.6897 -4 367 379 K. SEPIPETNEGPYK. Y
065.4545 066 4642 3 416 422 K. YKELGEK.L
1196.7128 1197 7148 -4 423 433 K.LSKDPNMVIAK. M
1651.7339 16527528 3 434 448 K MDATANDYPSPYEWYK.G Oxidation (M)
13406765 1341.6805 -2 449 4B0 K. GFPTINFSPAMNK. K
14688.7714  1469.7727 -4 449 481 K. GFPTIYFEPAMKKL
1396.6987 13977015 -3 472 482 R.ELNDFISYLQR.E
1592.8409 1593.8488 [u] 483 496 R.EATNPPIQEEKPK K



Spot 130 (P1014-06) — 14-3-3 protein epsilon (Ywhae)

Spot 130 (P1014-06) Ywhae
LCMS/MS (Scaffold)

Mo Calculated Mascot
Sample Peptides | Sequence  Position in Precursor | Charge mass Mascat Expect
Mame | Acc No. Proteins(s) inferred identified  Coverage | seguence Peptide Sequence miz observed  (neutral) score value
P1014-06 | PBZ260 sp|PE2260[14-3-3 protein epsilon I 1 T AT% 1-12  |FmDDREDLYYQAKIL) T7e270 T 2 T 152338 | 486 [5.12E002

Tax_|d=10116 [Rattus norvegicus]



Spot 132 (B12 20080606) - Peroxiredoxin-6 (Prdx6)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 8860] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 212
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Mass (m/z)
Spot 132 {20080606-812) Prdx6
MS+MS/MS
Calculated Observed| +-ppm start end Seguence lon Score C.1.% Modification
9064679 906 4673 -1 156 162 NFDEILR
906.4679  O0B.4E73 -1 156 162 NFDEILR 2 B2.253
931.5359  931.5396 4 57 B4 LAPEFAKR
1045604 10455707 32 54 B3 AAKLAPEFAK
1149.6666 11496763 10 133 142 VVFIFGPOKK
11916732 1191.6832 8 145 155 LSILYPATTGR
2392.2256 23922173 -3 2 24 PGGLLLGDEAPNFEANTTIGHIR 55 100
2392.2066 23922173 3 2 24 PGGLLLGDEAPNFEANTTIGHIR
Spot 132 {20080606-B12) Prdx6
PMF/MAL DI
Calculated  Observed  +ippm  stan end Sequence lon Score C.1.% Modification
2391.2183 23922126 5 2 24 M PGGLLLGDEAPNFEANTTIGHIR.F
930.5287 9316425 7 57 B4 K LAPEFAKR.I
1145.6694 11496697 3 133 142 RAVVFIFGRDKK L
11906669 1191.6793 5 145 155 K LSILYPATTGR I
905.4607  906.4722 5 156 162 R.MFDEILR.W
1871955 1872.9723 5 183 199 K KGESWVIMVLPTLPEEEAK.Q Oxidation (M)
24953138 2486.3091 5 183 204 K KGESWMWLPTLPEEEAKQLFPK G Oxidation (M)



Spot 137 (D2 20080606) — mixture of: 14-3-3 protein beta/alpha (Ywhab)
and 14-3-3 protein zeta/delta (Ywhaz)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 56590] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (miz)
Spot 137 ZO0B0606 D) Ywhah
PMF/MAL DI
Caloulated __ Ohssrved t/ppm  start snd Sequence lon Scors G 1% Madification
014 5458 1015 5552 2 T2 20 W AKLAEDAER T
B154137  BIG4211 0 14 20 K LAEGAER ¥
1843608 1844 8215 3 14 28 K LAEQAERY DDMAAMMIK A 2 Oxidatian (M)
1507 7932 1508 7ATA 4 a0 43 K AVTEQGHELSNEER N
S0G 5174 007 5248 i 44 51 R NLLSVAYK N
1502 G569 1503 BB5E 1 44 57 R NLLSVAYKNWGAR R
TRER G50 1650 AY3R ] 44 5B FNLLSWAYKINWWGARR S
9026073 G035159 1 [ik] 70 R MISSIEQK T
1286 BOA7 1269 7066 2 3 73 R VISSIEQKTER N
A5G G791 1BEN G023 ) 3 7B R VISSIEQKTERNEK K
11825816 11835779 5 77 B5 K KOOMGKEYR E Oxidatian (M)
1054 496E 1055 4972 - 78 B5 K A0OMGKEYR E Oxidatian (M)
13567194 1350 7356 71 117 K YLILMATHAESK W
931 4222 932430 2 1m; 129 K MKGOYFR ¥ Oxidation (M)
1181.5564 11625604 4 13 140 R YLSEVASGONK.Q
21580176 2159.0473 11 141 155 K. ATTVENSO0AY QEAFEISK. K
22061126 2267 1699 22 4 160 . ATTVENSOOAY QEAFEISKK.E
12356445 12366104 25 1ED 169 K KEMGPTHPIR.L
1251.6934 12526422 4 160 169 K KEMGPTHPIR.L Oxidation (M)
1123.5444  1124.5549 3 18l 169 k. EMQPTHRIR.L Oxidation (M)
12045485 12056566 1 215 224 K.DETLIMOLLR.D Oxidation (M)
Spot 137 20080606 D) Ywhaz
PMF/MAL DI
Caloulated __ Ohserved +ippm _ start ond Sequenca lon Scors__ C 1% Madification
014 5458 1015 5552 2 T T8 K AKLAEQAER ¥
8164137 BIG4211 0 12 16 K LAEQAER ¥
1547 7RG 15487156 1 ] 41 K SVTEQGAELSNEER N
2436 2132 2437 1902 12 28 48 K SVTEQGAEL SNEERMLLEWATI N
S0G G174 O0F 5248 i 42 49 R NLLEWAYK N
1602 6560 1503 BB5E 1 42 55 R NLLEWAYKNWWEAR R
1BERO50 1650 A9 43 42 A5 R NLLSWAYKNWGARR S
BBG 4016 BAD.495 3 &1 R R AWVESIEQK T
1E05 776 1504 B354 2 &1 74 RAWVESIEQKTEGAEK K
1631.673 16326765 -2 61 75 R AVESIEQKTEGAEKK. O
13208028 13307015 1 104 115 K FLIPNASQPESK.Y
155770963 15087474 3 116 127 KAFYLKMKGDYYR.Y Oxidation (M)
0314222 9324309 2 127 K MKGDY YR Y
Q474171 0484271 EIF 127 K MKGDY YR Y Oxidation (M)
127645 1279B515 -1 128 139 R YLAEVAAGDDKK. G
2033.98  2040.9508 2 o 157 . GIVDOSO0AY DEAFEISK K
12356445 12366194 28 158 167 K KEMOPTHPIR.L
12516994 12526422 FIE] 167 K KEMOPTHPIR.L Oxidation (M)
1123 5444 1124 5549 3 189 167 K EMOPTHRIR L Oxidatinn (M)
1204 BABE 1205 B5ER 1 213 222 K DSTLIMOLLR D Oxidation (M)



Spot 141 (D11 20080606) - Ubiquitin-conjugating enzyme E2N (Ube2n)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 57054] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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Mass (m/z)
Spot 141 20080606-D11) Ube2n
PMF/MALDI
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
886.5236 887.5328 2 8 14 RIKETGR.L
1035.6328  1036.6403 [u] 15 24 RLLAEPVPGIK A
2005.0458  2006.0508 2 15 33 R.LLAEPVPGIKAEPDESNAR. Y
1746.8902 1747 9059 5 54 B8 W LELFLPEEYPMAAPK. Y
1762.8851 1763.8965 2 54 B8 K LELFLPEEYPMAAPK v Oxidation (M)
584.6029 985.5074 -3 75 B2 K IYHPNYDK L
13107085 13116727 -34 75 B85 K IYHPNYDKLGR.|
11865734 1169.5831 2 131 141 K SNEAQAIETAR A



Spot 142 (A17 20080606) - mixture of: Protein disulfide-isomerase A6 (Pdia6),
Tubulin alpha-1A chain (Tuba1a), Tubulin alpha-1B (Tuba1b),
Tubulin alpha-1C (Tubaic), and Tubulin alpha-3 (Tuba3)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 51390] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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Mass (m/z)
Spot 142 (20080606-A17) Pdiab
MS+MS/MS
Calculated Observed|  +-ppm start end Sequence lon Score C.1% Modification
B850.5219 B50.5365 17 367 373 MKFALLK
B866.5165 866.516 -1 367 373 MKFALLK Oxidation (M)
901.5141 9015116 -3 61 67 LTPEWWKK
9335112 9335127 2 287 264 TREDIVSR
1001.5989 10016018 3 =] 77 AASALKDYVYK 42 98.992
1001.8989  1001.68018 3 B8 77 AASALKDYWIK
10786143 1078.6139 [u] 314 322 NEYLEVLLK 31 99.007
10786143 1078.6139 [u] 314 322 NEYLEVLLK
1123651 11236462 -4 232 241 VGIKGFPTIK
1151.4963 1151 4963 u] 246 256 GESPYDYDGGR
1163.5439 11635427 -1 109 118 NKPEDYQGGR
1163.5439  1163.5427 -1 109 118 NKPEDYQGGR B4 100
1386.7587 1386.756 -2 19 132 TGEANWDAALSALR 76 100
1386.7687 1386.766 -2 119 132 TGEANWDAALSALR
1483.7176  1483.7181 u] 374 386 GEFSEQGINEFLR 49 59.998
1483.7175 14837161 [u] 374 386 GSFSEQGINEFLR
1527.6489 1527 8445 -3 217 231 LAAWDATVNAWVLASR 43 99.994
1527.6489 1527 8445 -3 217 231 LAAWDATVNAWVLASR
1614.6234  1614.8203 -2 393 409 GETAPWGGGSFPMITPR
1614.6234 16148203 -2 393 409 GETAPYGGGESFPNITPR 34 99.943
1667.8024  1667.8011 -1 242 256 IFOKGESPYDYDGGR 38 98.973
1667.8024  1667.8011 -1 242 256 IFOKGESPYDYDGGR
1785.0123  1755.0106 -1 215 231 VKLAAVDATYMNQWLASR
2015.0079  2014.9926 -8 195 212 NLEPEWAAAATEVKEQTK
2571.3313 2871.3171 -8 78 102 WGAVNADKHQSLGGAY GYAGFPTIK
2B37.3657 26837 4011 13 285 288 ALDLFSDNAPPPELLEINEDIAK
Spot 142 (20080606-A17) Pdiab
PMF/MAL DI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
500.5069 501.5107 -4 61 67 RLTPEWIKIK A

10005917 1001.6002
2570.3242 2571.324
18159268 18169316
11625367 1163.5439
13857514 1386.75954
20140007 20149395

1754.005 1755.009
15268416 15278455
1BB6.7951  1667.8004
1150.4891 1151.496

932.5039 933.513
2636.3585 2637 3916 1

1077 607 1078.613

865.6095 B66.4971 -2
14827103 14837175
1613.68162 16148196

[ 77 KAASALKDWWICY
76 102 KVGAYNADKHASLGGAYBYAGFPTIK.
36 102 KHASLGGAYGYAGFPTIK.
109 118 K.NKPEDYQGGR.T
19 132 R.TGEAINMDAALSALR.G
195 212 K. NLEPEWAAAATEVKEQTK.G
215 231 KWVKLAAYDATYNOVLASR. Y
231 K LAAYDATYNOWLASR. Y
242 256 K.IFOKGESPYDYDGGR.T
246 256 K. GESPYDYDGGR.T
257 264 R.TRSDIVSR.A
265 288 R.ALDLFSDNAPPPELLENNEDIAK. K
314 322 R.NSYLEVLLK L
367 373 KMKFALLK. G Cxidation (M)
374 386 K.GSFSEQGINEFLR.E
393 409 R.GSTAPYGGGSFPNITPR.E

Mol s S bhhdbho s
N
=~



Spot 142 {20070719-D9) Pdiaé

MS+MS/MS
Calculated Observed +-pprr start end Sequence lon Scare C.1.% Maodification
901.5141 901.512 -2 B1 B7 LTPEWVI
933.5112 933.508 -3 257 264 TRSDIWSR
1001.5989 1001568 -11 B& 77 AASALKDYWK
10768.6143 10786113 -3 314 322 NSYLEVLLK
1123651 11236239 -24 232 241 VGIKGFPTIK
1151.4963  1151.4943 -2 246 256 GESPYDYDGGR
1163.5439  1163.5404 3 109 118 NKPEDYQGGR 29 99.856
1163.6439  1163.5404 3 109 118 NKPEDYQGGR
1386.76587  1386.7555 2 119 132 TGEANWDAALSALR
1386.7587  1366.7555 2 19 132 TGEANWDAALSALR 19 98.645
1483.71756 14837114 4 374 386 GSFSEQGINEFLR
1483.7175 14837114 4 374 386 GSFSEQGINEFLR 37 99.978
1527.6489 1527 8403 B 217 231 LAAWDATVNAWVLASR 2 31.314
1527.6489 15278403 -6 217 231 LAAWDATVNGWVLASR
1526.7642 15287972 22 195 2068 NLEPEWAAAATEWVIK
1614.6234 16148156 -5 393 409 GETAPYGGGESFPNITPR
1614.8234 16148156 £ 393 409 GETAPYGGGEFPNITPR 46 98.997
1667.8024 1667 7354 4 242 256 IFOKGESPYDYDGGR
1667.8024 16677954 4 242 256 IFOKGESPYDYDGGR 77 100
1793.8928  1793.8906 1 103 118 IFGANKNKPEDYQGGR
1816.9341 1816.9204 =] 86 102 HASLGGAYGYQAGFPTIK
2015.0079  2015.0028 3 195 212 NLEPEWAAAATEVKEQTK
2015.0079  2015.0028 3 195 212 NLEPEWAAAATEVKEQTK 88 100
22001243 22001133 5 195 214 NLEPEWAAAATEVKEQTKGK
2671.3313  2571.3267 2 78 102 WGAYNADKHOSLGGAY GVYAGFPTIK
2571.3313 2571.3267 2 78 102 WGAVNADKHOSLGGAY GYAGFPTIK 2 35157
Spot 142 (20070719-D9) Pdiab
PMF/MALDI
Calculated Observed +~ppm start end Sequence lon Scare C.1.% Maodification
900.5069 901.5105 -4 B1 B7 R.LTPEWIICA
1000.5917  1001.5868 -12 B8 77 K AASALKDYWICY
2570.3242 2571.335 1 78 102 K WVGAVNADKHOSLGGAY GYQGFPTIK]
18159268  1816.9236 -B 86 102 K HOSLGGAYGYAGFPTIKI
1792.8856  1793.8934 u] 103 118 K IFGANKNKPEDYQGGR. T
11625367 1163.542 -2 109 118 K. NKPEDYQGGR.T
1385.7514  1386.7562 -2 19 132 R TGEANDAALSALR.Q
1527 7569 1528.8004 24 195 208 K NLEPEWAAAATEVK E
2014.0007  2015.0076 u] 196 212 K NLEPEWARAATEVKEQTK G
1526.6416 1627.842 -5 217 231 K LAAWDATYMNOVLASR.Y
11226437 11236227 -25 232 241 R.VGIKGFRTIK |
1666.7951 1667 .6 -1 242 256 K IFQKGESPYDYDGGR.T
11504891 1151.4943 -2 246 256 K. GESPWDYDGGR.T
932.5039 933.5059 -6 257 264 R.TREDWVSR.A
1077607 10786105 -4 314 322 RNSYLEVLLK L
0495146 6505498 33 367 373 K MKFALLK.G
14827103 14837151 -2 374 386 K.GSFSEQGINEFLR.E
1613.8162 16148201 2 393 409 R.GETAPYGGGEFPNITPR.E
2326.1342| 23271636 E] 393 415 R.GSTAPYGGGSFPNITPREPWDGK.D
Spot 142 (20080606-A17) Tubala
MS+MS/MS
Calculated Observed  +-ppm start end Sequence lon Score C.1 % Muodification
909.504 909.5071 3 157 164 LEWDY GKK
909.504 909,507 1 3 167 164 LEWDY GKK 14 94.692
1016.6782 10155756 -3 327 336 DWNAAIATIK 7 99.751
1016.6782 10155756 -3 327 336 DWNAAIATIK
1085 6201 10856171 -3 13 121 EIDLYLDR
1396693 13967179 18 391 401 LDHKFDLWY Ak Oxidation (W)
1457 8685 1457 8662 [u] 230 243 LIGANMESITASLR
1701.9058  1701.9041 -1 b5 79 AVFVDLEPTYIDEWVR 43 99.994
1701.9056  1701.9041 -1 65 79 AVFYDLEPTWIDEYR
1718.8821  1718.8796 -1 216 229 MLDIERPTYTHLMNR
1756.9633 17569362 13 265 280 IHFPLATYAPYISAEK
1824.9854 18249821 -2 353 370 VGINYQPPTYWPGGOLAK
20078929 2007 9025 5 41 60 TIGGGODSFNTFFSETGAGK
Spot 142 (20080606-A17) Tubala
PMF/MALDI
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
200B8.8858 20079072 7 41 B0 K. TIGGGDDEFMNTFFSETGAGK. H
1700.8985  1701.9056 [u] 53 79 RAVFVDLEPTYIDEVR.T
1084.6128 10856172 -3 13 121 K EINDLYLDR.I
908 4967 909.5056 2 157 164 R.LSYDY GRS
1717.8747  1718.8787 -2 216 229 R.NLDIERPTYTHLNR. L
1456.8613 1457 8704 1 230 243 R.UGQINVSSITASLR.F
2408.2012  2409.1812 -11 244 264 R.FDGALNVDLTEFQTHNLYPYPR.I
1766.9669 17569847 12 266 280 R.IHFPLATY APVISAEK A
10145709 10155756 -3 327 336 K DWNAAIATIK.T
1823.9782 18249816 -2 353 370 KVGINYQPPTYWPGGDLAK W



Spot 142 {20080606-A17) Tubalh

MS+MS/MS
Calculated Observed +-ppm start end Sequence lon Score C.1 % Madification
909.504 909.5071 3 157 164 LEWDYGKIK
909.504 909.5071 3 157 164 LEWDYGKK 14 94.592
1015.5782 10155756 -3 327 336 DWMNAAIATIK 27 99.751
1015.5782 10155756 -3 327 336 DWMNAAIATIK
1085 6201 10856171 -3 13 121 EIDLYLDR
1396693 13967179 18 3 401 LOHKFDLMY &K Oxidation (M)
1701.80568  1701.9041 -1 65 79 AVFVDLEPTYIDEVR 43 99.994
1701.8058  1701.9041 -1 65 79 AVFVDLEPTYIDEVR
1716.8821 1718.8796 -1 216 229 NLDIERPTYTNLMR
1756.9633  1756.9862 13 265 280 IHFPLATYAPWISAEK
1824.9854 18249821 -2 353 370 VGINY QPPTWWPGGOLAK
2007.6929 2007 9025 5 41 60 TIGGGDDSFNTFFSETGAGK
Spot 142 {20080606-A17) Tubalb
PMF/MALDI
Calculated Observed  +-ppm start end Sequence lon Score C.1.% Modification
2006.6056 2007 9072 7 41 60 K. TIGGGODSFNTFFSETGAGK.H
1700.8985 17019056 a BS 79 R.AVFYDLEPTWIDEVYR.T
1084.6128 10856172 -3 113 121 KENDLYLDR.I
908, 4967 909.5056 2 157 164 R.LEVDYGKK. S
1717.8747  1718.8787 -2 218 229 R.MLDIERPTYTHLMR. L
1486.8719 14878765 -2 230 243 R.LISQNSSITASLR.F
2408.2012  2409.1812 -11 244 264 R.FDGALNVDLTEFQTNLYPYPR.I
17559559 1756.9847 2 265 280 R.IHFPLATYAPYISAEK A
1014.5709 10155756 -3 327 336 K DWNAAIATIK.T
1823.9782 168249816 -2 363 370 KVGINY QPPTVWPGGOLAK W
Spot 142 (20080606-A17) Tubalc
MS+MS/MS
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
909.504 909.5071 3 157 164 LSWDYGRK
909.504 909.5071 3 157 164 LEVDYGKK 14 94.502
1015.5782  1015.5756 -3 327 336 DVNAAIATIK 27 99.751
1015.5782  1015.5756 -3 327 336 DVNAAIATIK
1085.6201 10856171 -3 13 121 EIDLVLDR
1396693 13967179 18 391 401 LOHKFDLMYAK Oxidation (M)
1701.9058  1701.9041 -1 B5 79 AVFVDLEPTYIDEYR 43 99.994
1701.9058  1701.9041 -1 B5 79 AVFVDLEPTYIDEYR
1718.8821 1718.8796 -1 216 229 NLDIERPTYTHLMR
1766.9633 17569862 13 266 280 IHFPLATYAPWVISAEK
2007.8928 2007 29025 5 4 B0 TIGGGDDSFNTFFSETGAGK
Spot 142 (20080606-A17) Tubalc
PMF/MALDI
Calculated Observed +~ppm start end Sequence lon Scare C.1.% Maodification
2008.8858 20079072 7 M B0 K TIGGGDDSFNTFF SETGAGK. H
1700.8985  1701.9056 u] B5 79 R AYFVDLEPTYIDEVR.T
1084.6128 10856172 -3 13 121 K EINDLYLDR.I
9084967 909.5056 2 157 164 R.LSWDYGKK. S
1717.8747  1718.8787 -2 216 229 R.NLDIERPTYTHLMR. L
1486.6719 1487 8765 -2 230 243 R.LISQNSSITASLR.F
2408.2012  2409.1812 -11 244 264 R.FDGALNYDLTEFQTHNLYPYPR.I
1755.9559 17569847 12 265 2680 R.IHFPLATYAPYISAEK A
1014.5709 10155756 -3 327 336 K.DWVNAAIATIKT
Spot 142 (20080606-A17) Tuba3
MS+MS/MS
Calculated Observed +~ppm start end Sequence lon Scare C.1.% Maodification
909.504 909.5071 3 157 164 LEWDYGKIK
909.504 909.5071 3 157 164 LEWDYGKIK 14 94.502
101585782 10155756 -3 327 336 DWNAAIATIK 27 93.751
1015.5782 10155756 -3 327 336 DWMNAAIATIK
1071.6045  1071.6034 -1 13 121 EIVDLYLDR
1396693 13967179 18 31 401 LOHKFDLMYAK Oxidation (M)
1457 8685 1457 B6E2 u] 230 243 UGANESITASLR
1667 8201 16878824 -5 ES 79 AVFVDLEPTWDEWR
1716.8821 1718.8796 -1 216 229 NLDIERPTYTHNLMR
1756.9633 17569862 13 265 280 IHFPLATYAPWISAEK
1824.9854 18249821 -2 353 370 VGINY QPPTWWPGGOLAK
2007.8929 20078025 5 a1 B0 TIGGGDDSFNTFFSETGAGK
Spot 142 (20080606-A17) Tuba3
PMF/MAL DI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
2006.8856 2007 8072 |7 a1 B0 K TIGGGDDSFNTFFSETGAGK. H
1606.6029 1667.8845 -3 5] 79 R.AVFYDLEPTWWDEVR.T
90B.4967 909.5056 2 157 164 RLSVDYGKK.S
1717.6747 17188787 |2 218 229 R.MLDIERPTYTHLMR.L
1456.8613 14578704 |1 230 243 R.LUGQIVSSITASLR.F
2408.2012 24091812 |-11 244 264 R.FDGALNVDLTEFQTNLYPYPR.I
1785 9559 1756 9847 |12 265 280 R.IHFPLATYAPVISAEK A
1014.5709 10155756 |-3 327 336 K DWNAAIATIK.T
1823.9782 16824 9816 |-2 353 370 KWVGINY QPPTVWPGGOLAK W



Spot 142 (D9 20070719) — Protein disulfide-isomerase A6 (Pdi6)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 1483.7, 24140]
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Mass (m/z)
Spot 142 {20070719-D9) Pdiab
MS+MS/MS
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
901.5141 901.512 -2 61 67 LTPEWYKK
933.5112 933.508 -3 257 264 TREDIWSR
1001.5989 1001.568 -1 BE 77 AASALKDWVIK
10766143 10766113 -3 314 322 NSYLEWVLLK
1123651 11236239 -24 232 241 YGIKGFPTIK
11514963 1151.4943 -2 246 256 GESPYDYDGGR
1163.5439  1163.5404 3 109 118 NKPEDYQGGR 29 99.856
1163.5439  1163.5404 3 109 118 NKPEDYQGGR
1386.7587  1386.7555 2 119 132 TGEANDAALSALR
1386.7587  1386.7555 2 119 132 TGEANWDAALSALR 19 98.545
1483.7175  1483.7114 4 374 386 GEFSEQGINEFLR
1483.7175  1483.7114 4 374 386 GEFSEQGINEFLR 37 99.978
1527 6489 1527 8403 B 217 231 LAAVDATYNOVLASR 2 31.314
1527 8489 1527 8403 -B 217 231 LAAWDATYNOYLASR
1528.7642 15287972 22 195 208 NLEPEWAAAATEWK
1614.8234  1614.8156 -5 393 409 GETAPYGGGSFPMITPR
1614.8234  1614.8156 -5 393 409 GETAPYGGGSFPMITPR 46 99.997
16678024 1667 7954 4 242 266 IFOKGESPYDYDGGR
1667 8024 16677954 4 242 256 IFOKGESPYDYDGGR 77 100
1793.89268  1793.8906 1 103 118 IFGANKNKPEDYQGGR
16816.9341 1816.9204 B 86 102 HOSLGGAYGVAGFPTIK
2015.0079 20150025 3 195 212 NLEPEWAAAATEVKEQTK
20150079 20150025 3 195 212 NLEPEWAAAATEVKEQTK 88 100
22001243 220001133 5 195 214 NLEPEWAAAATEVKEQTKGK
2571.3313 2571.3267 2 76 102 VGAVNADKHQSLGGAY GVQAGFPTIK
2571.3313 2571.3267 2 76 102 VGEAVNADKHQSLGGAY GVQAGFPTIK 2 35.157
Spot 142 (20070719-D9) Pdiab
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Score C.1 % Madification
900.5063 901.5105 -4 B1 B7 R LTPEWIKICA
1000.5917  1001.5868 -12 [a] T7 M AASALKDY WY
2570.3242 2571.335 1 78 102 KVGAVNADKHOSLGGAY GYAGFPTIK
18159268 1816.9236 -B B6 102 K HOSLGGAYGYAGFPTIKI
1792.88656  1793.8934 u] 103 118 K IFGANKMNKPEDYQGGR. T
1162.6367 1163.5642 -2 109 118 K NKPEDYQGGR.T
1385.7514  1386.7562 -2 19 132 R TGEANDAALSALR.Q
1627 7569 15288004 24 195 208 K NLEPEWAAAATEVIK E
2014.0007  2015.0076 [u] 195 212 K NLEPEWAAAATEVKEQTK. G
1526.8416 1627.842 -5 217 231 K LAAWDATWNAWLASR.Y
11226437 11236227 -25 232 241 R.YGIKGFRTIK |
1666.7951 1667.8 -1 242 256 K.IFQKGESPYDYDGGR.T
1150.4891 1151.4943 -2 246 256 K.GESPVDYDGGR.T
932.5039 933.5059 -6 257 264 R.TRSDIVSR.A
1077607 10786105 -4 314 322 R.NBYLEVLLK L
B849.5146 B850.5498 33 367 373 KMKFALLK. G
14827103 1483.7151 -2 374 386 K.GESFSEQGINEFLR.E
1613.8162 1614.8201 -2 393 409 R.GETAPYGGGSFPMITPR.E
23261342 23271636 g 393 45 R.GETAPYGGGSFPNITPREPWDGK.D



Spot 145 (P1014-15) — Aldose reductase (Akr1b1)

Spot 145 (P1014-15) Akrib1
LCMS/MS (Scaffold)

Mo Calculated Mascot
Sample Peptides | Sequence  Position in Precursor | Charge mass Mascat Expect
Mame | Acc No. Proteins(s) inferred identified  Coverage | seguence Peptide Sequence miz observed  (neutral) score value
PO7943  sp|PO7943|Aldose reductase I 1 T 443% 1586 - 169 |(KJAIGYSNFNPLOIER(]) EEEFTI 2 T 155638 | 565 |8.30E-003

FP1014-15 Tax_|ld=10116 [Rattus nomegicus]



Spot 148 (E14 20070719) — Ferritin light chain 1 (Ftl1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 11141] , <<E15_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 8
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Mass (m/z)
Spot 148 20070719-E14) FI1
PMF/MALDI
Calculated _ Observed  +fppm  start end Sequence lon Score___C.1.% Muodification
1479.6954  1480.6689 23 7 19 R.QNYSTEVEAAVNR.L
8535341 8645361 6 20 26 RLWNLHLR.A
1012.6028  1013.6005 -10 66 73 R LLKLONER. G
10705281 10715176 -18 145 153 K MGNHLTNLR.R Oxidation ()
12266302 12276135 20 145 154 K MGNHLTRLRR. W Oxidation ()
232074 2389238 10 155 177 R VAGPOPAQTGYAQASLGEYLFER L



Spot 150 (C6 20080606) — mixture of: rCG61762, isoform CRA_f (similar to: Splicing
factor, arginine/serine-rich 7) (rCG61762) and Splicing factor, arginine/serine-rich 7 (Sfrs7)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 1073.6, 24552] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 6
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Mass (m/z)
Spot 150 {20080606-C6) rCG61762
PMF/MALDI
Calculated Observed| +-ppm start end Sequence lon Score C.1 % Muodification
23641866 2355.1855 -4 7 29 RV GGETKVYWGHNLGTGAGKGELER A
1718.8951 1719.9141 7 13 29 KAVWGHLGTGAGKGELER A
10726342 10735516 10 a0 368 RAFSYYGPLRT
1620.7573  1621.7834 12 45 56 R.NPPGFAFYEFEDFPR.D
2377.0975 23780925 -5 45 65 R.NPPGFAFYEFEDPRDAEDAVR.G
2047 3464 28452744 -28 45 70 R.NPPGFAFYEFEDPRDAEDAVRGLDGK. Y
1259.6656 12606842 9 77 587 RWVRWVELSTGMPR.R Oxidation (M)
1415.7667 14167821 6 77 88 R.VRYELSTGMPRR.S Oxidation (M)
1256.685 12577036 g a8 97 R.RERFDRPPAR.R
1100.5839 11016002 g a9 97 R.SRFORPPAR.R
8574508 858.462 5 91 97 R.FDRPPAR.R
1015.4835 1016.499 8 o8 105 R.RPFOPMDR.C
941.4903 942 4807 -39 134 141 R.SHSRSRGR.R
Spot 150 Z0080606-CE) Sfrs?
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Scare C.1.% Modification
2354.1866 2355.1855 -4 7 29 RYGGETKWVYWGNLGTGAGKGELER. A
1718.8951 1719.9141 7 13 29 KAWVWGNLGTGAGKGELER. A
10725342 1073.8516 10 30 38 RAFSYYGPLR.T
1620.7573  1621.7834 12 45 58 R NPPGFAFYEFEDPR.D
2377.0975  2375.0925 -5 45 B5 R NPPGFAFYEFEDPRDAEDAVR. G
2847 3464 28482744 -28 45 70 R NPPGFAFYEFEDPRDAEDAVRGLDGK Y
1259.6656 12606842 9 77 87 RVRWVELSTGMPR.R Oxidation (M)
14157667 1416.7821 B 77 B8 R VRVELSTGMPRR.S Oxidation (M)
12666856 1267 7036 9 B8 57 R.RSRFORPFPARR
11006839 1101.6002 B 89 57 R.SRFORPFPAR.R
5857 45068 858462 5 =xl 57 R.FDRPPAR.R
1015.4835 1016.499 B 96 105 R.RPFDPMDR.C



Spot 154 (D12 20080606) - RuvB-like 1 (Ruvbl1)

SUB (4700 Reflector Spec #1

MC=>BC=>MC[BP = 882.6, 7494] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 673
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 154 {20080606-D12) Ruvhl1
PMF/MALDI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
1259.6531 1300.567 5 34 46 K. OAASGLYGOENAR.E
1437.7396 14357460 1 108 116 K.KTEVLMENFRR. A Qxidation (M)
1931.0726 19320277 -27 166 182 K.GTKALKLDPSIFESLAK.E
1930.0523 1931.032 -14 169 184 K. QLKLDPSIFESLGKER.Y
15B0.6147  1561.8115 7 172 184 K. LDPSIFESLQKER.Y
1733.6836  1734.913 13 185 201 R.VEAGDVIYIEANSGAVE.R
1889.9847  1890.9897 -1 185 202 R.VEAGDVIYIEANSGAVKR.Q
1686.9304 18579316 -4 318 333 R.ALESSIAPIVIFASNR.G
1947.9902 19489852 -B 340 357 R.GTEDITSPHGIPLOLLDR.Y
1754.8947 17558873 -8 363 376 R.TMLYTPQEMKQIIK.| 2 Oxidation (M)
29231655 2324.1592 B 379 400 R.AQTEGINISEEALNHLGEIGTK. T
1367.6755  1368.6757 -5 445 456 K ILADQGDKYMK.- Oxidation (M)



Spot 160 (C7 20080606) — Thimet oligopeptidase (Thop1) and/or

Probable ATP-dependent RNA helicase DDX4 (Ddx4)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 7593] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 673
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799.0 1341.6 1884.2 2426.8 3512.0
Mass (m/z)
Spot 160 {20080606-C7) Thop1
PMF/MALDI
Calculated  Observed  +fppm  start end Sequence C.1.% Muodification
11155723 11165919 1 26 34 R WOLSAQQIR A
1786.8261  1787.8387 3 51 B6 R VGAQDFEDVSYESTLK A
1463762 14647814 8 67 79 K ALADVEVTYTVQAR.N
1891.9904 18929989 1 80 95 R MILDFPQHYSPHKDIR. A
1436.6756 14877109 16 104 116 K KLSEFDVEMSMR.Q Oxidation ()
1560754 15517967 2 287 300 K TSATVATFLDELAR K
1676869 1679.8962 0 287 301 K TSATWATFLDELARK L
1196.6677  1197.6926 2 301 310 R KLKPLGEQER A
12846173 12656224 -2 356 367 K.EYFPMOWVWTR.G Qxidation (M)
20429949 20439989 -2 401 418 R.DAASGEEIGKFYLDLYPR.E
10855546 1086.5762 13 411 418 K.FYLDLYPR.E
1345.7215 13467361 5 542 553 K. SROAMAGLFNLR.Q
1102.5883  1103.5961 0 544 553 R.QAMAGLFNLR.Q
21850287 2186.0276 -4 560 578 K VDOVLHTOTDYDPAEEYAR.L
1761.8931  1762.8368 -8 643 659 R.TSILRPGGSEDASTMLK.Q
1777.888) 17789191 13 643 659 R TSILRPGGSEDASTMLK.Q Oxidation (M)

Spot 160 20080606-C7) Ddx4

PMF/MALDI
Calculated  Observed  +-ppm  stant ond Sequence C 1% Madification
1960 8965 1961 9379 18 o7 713 R GFLNNKFEEGDSSGFWIK E
1624 6754 16256774 3 133 148 R GGYPDGNDSEASGPFR R
1607 6155 16087781 28 194 209 R GAYKGLNEEVWTGSGK N
1067 639 10AB6438 2 302 311 K YSIFMLAGR D
23002133 23011514 30 324 344 K TAAFLLPILAHMMRDGITASR F Oxidation (M)
1360735 13617413 Kl 361 371 RELINQIYLEAR K
1603.8471 16048655 7 381 395 RAVVIYGGTAFGHSIR.G
1778.9203 17799283 i 461 475 R.QTLLFSATFPEEIGR.L
860.5608  B70.5476 34 515 521 RKLVEILR.N
1761.9083 17628868 -18 522 536 R.MIGDERPMYFYETKI. K
1777.9033 17789191 5 522 536 R.MIGDERPMYFYETKI. K Oxidation (M)
10855485 10865762 21 550 559 KISTTSIHGOR.E
1498.7488  1499.7693 9 550 562 K.ISTTSIHGDRECR.E

2131.0586  2132.0588 -3 B25 B43 R.AISFFDTESONHLAQPLYK.Y



Spot 162 (B6 20080606) — mixture of: ATP synthase subunit beta, mitochondrial
precursor (Atp5b), ATP synthase beta subunit (Atp5b), Tubulin beta-5 chain (Tubb5),
Tubulin beta-2C chain (Tubb2c), Tubulin beta-3 chain (Tubb3), Tubulin beta-2A chain
(Tubb2a) and Tubulin beta-2B chain (Tubb2b)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 41270] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 162 (20080606-B6) Atp3b (precursor)
MS+MS/MS
Calculated Observed|  +-ppm start end Sequence lon Score C.1% Muodification
976.6621 975662 u] 202 212 IGLF GGAGYGK
9756.6621 975.662 [u] 202 212 IGLF GGAGYGK 73 100
1036.6942  1038.5979 4 134 143 IPYGPETLGR
1040.6714 1040.667 -4 481 489 LVPLKETIK
1040.6714 1040.667 -4 481 489 LVPLKETIK 18 98.277
1088635 10886351 [u] 189 198 WWDLLARYAK 45 99.997
1088635 10886351 [u] 189 198 WWDLLARYAK
1217.7 1217 8989 -1 199 212 GGKIGLFBGAGYGK
1278.6350  1273.6357 0 110 121 TIAMDGTEGLYR Oxidation (M)
1278.6350  1273.6357 0 110 121 TIAMDGTEGLYR 16 97 .06 | Oxidation (M)
1401.7042  1401.7085 2 144 185 IMNVIGEPIDER Oxidation (M)
1406681 14066829 1 226 239 AHGGY SVFAGYGER
1406681 14066829 1 26 239 AHGGY SVFAGYVGER 28 99.629
14357539 14357545 [u] M 324 FTQAGESEYSALLGR
14357539 14357545 u] 31 324 FTQAGESEVYSALLGR B2 100
1439.7893  1439.7858 -2 282 294 VALTGLTYAEYFR
1473.6345 14738369 2 213 226 TVLIMELINMYAK Oxidation (M)
14738345 14738369 2 213 2256 TVLIMELINMYAK 13 94797 Oxidation (M)
1617.8053  1617.8105 3 265 279 VALY GOMNEPPGAR Oxidation (M)
1617.8053  1617.8105 3 265 279 VALY GOMNEPPGAR 3 39.566 Oxidation (M)
1650.9174 16509211 2 95 109 LVLEVAQHLGESTYR 24 99.692
1650.9174 16609211 2 95 109 LVLEVAQHLGESTYR
1796.9574  1796.9711 B 144 169 IMNWIGEPIDERGRIK Oxidation (M)
1796.9574 17969711 B 144 159 IMNWIGEPIDERGPIK 4 53.625 Ouidation (M)
1831.8643  1831.8765 B 407 422 IMDPNIWGSEHY DWAR Oxidation (W)
1831.8643  1831.87685 B 407 422 IMDPMIWGSEHY DWVAR 12 93.524 Oxidation (W)
1919.0959 1919.1094 7 125 143 VIDSGAPIKIPYVGPETLGR 57 100
1919.0959 1919.1094 7 125 143 VIDSGAPIKIPYVGPETLGR
1986.0334  19688.0475 7 366 406 AIAELGIYPAYDPLDSTSR 45 99.996
1986.0334  1988.0475 7 3688 406 AAELGIYPAYDPLDETER
20390055 20390231 9 463 430 FLEQPFOVAEVFTGHMGK Oxidation (M)
2205074 22981057 14 325 345 IPSAVGYQPTLATOMGTMAER 2 Oxidation (M)
Spot 162 (20080606-B6) Atp5b (precursor)
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Score C.1 % Madification
1643.9101 1650.9224 3 95 109 R LVLEVAQHLGESTVR.T
1261.6336 1262 6232 -14 110 121 R TIAMDGTEGLVR.G
1277 6286 12786355 u] 110 121 R TIAMDGTEGLYR.G Oxidation (M)
1037 5869 1038.5923 2 134 143 K IPYGPETLGR.I
14006969 1401.7062 1 144 155 R.IMNYIGEPIDER.G Oxidation (M)
1087 6277 1088.6343 1 189 1898 KAWDLLARYAK G
574.6548 9755607 2 202 212 KIGLFGGAGYGKT
14728272 14738379 2 213 2256 K TWLIMELINKWAK A Oxidation (W)
14056739 1406.6832 1 226 239 K AHGGYSVFAGYGER.T
20759833 2077.0432 25 242 259 R.EGMDLYHEMIESGWINLK.D Oxidation (M)
1616.7981  1617.8141 5 265 279 K VALYY GQMNEPPGAR.A Oxidation (M)
1438782 1439.7874 1 282 294 RVALTGLTYAEYFR.D
14347467 14357546 0 31 324 RFTQAGEEYSALLGR.
22097.0868  2298.1091 15 328 345 R.IPSAVGYQPTLATOMGTMQER.] 2 Oxidation (M)
1987.0262  1988.0508 g 388 406 R.AIAELGIYPAVDPLDETSR.I
1830857  1831.8818 10 407 422 RIMDPNVGEEHYDVAR. G Oxidation (M)

2037.9983  2039.0341 14 463 480 R.FLSQPFQWAEVFTGHMGHK. L Oxidation (M)



Spot 162 {20080606-B6) AtpSh
PMF/MALDI

Calculated Observed +~ppm start end Sequence lon Scare C.1.% Maodification
1649.9101 16850.9224 3 M 55 R.LVLEVAQHLGESTVR.T
1261.6336 12626232 -14 6 B7 R.TIAMDGTEGLVR.G
1277 6286 1278.6355 u] 6 B7 R.TIAMDGTEGLVR.G Oxidation (M)
1916.0888 1919.1121 8 7 89 K VLDSGAPIKIPYVGPETLGR. |
1037 5869 10385923 -2 80 89 K IPYGPETLGR.I
14006969 1401.7062 1 a0 101 RIMNYIGEPIDER.G Oxidation (M)
1795.9502 1796.9758 10 a0 105 R.IMNYWIGEPIDERGPIK.T Oxidation (M)
1087 6277 1088.6343 -1 135 144 KANWDLLAPYAK G
1216.6928 12177041 3 145 158 K. GGHIGLFGGAGYGK. T
574.6549 9765607 -2 148 168 K IGLFGGAGYGKT
14728272 14738379 2 169 171 K TYLIMELINMYAKL A Oxidation (M)
14066739 1406.6832 1 172 185 K AHGGYSWFAGYGER. T
20759833 2077.0432 25 186 206 R.EGMDLYHEMIESGWINLK.D Oxidation (W)
1616.7981 1617.8141 5 21 226 KWVALYY GAMNEPPGAR. A Oxidation (W)
1438782 14397674 -1 226 240 RWVALTGLTYAEYFR.D
1434 7467 14357546 [u] 257 270 R.FTAAGSEVSALLGR.|
2297 0665 22951091 15 271 291 RIPSAVGYQPTLATOMGTMQER.| 2 Ouidation (M)
19687.0262 198805058 9 334 352 R.AIAELGIYPAYDPLDSTSR.I
1830.857  1831.8818 10 383 366 R.IMDPNIYGSEHYDWAR.G Oxidation (M)
2680.3684 2691.4434 25 379 402 K. SLGDIAILGMDELSEEDKLTYSR.A Oxidation (M)
2037.9983  2039.0341 14 409 426 R FLEQPFOVAEVFTGHMGK. L Oxidation (M)
1039.6641 1040.665 £ 427 435 K.LVPLKETIK.G
Spot 162 (20080606-B6) Tubh3
PMF/MALDI
Calculated Observed| +-ppm start end Seguence lon Score C.1.% Modification
1300.6239 13016589 17 47 5B R.ISWYVNEATGGK.Y
1630.8236  1631.8336 2 B3 77 RAILYOLEPGTMDSYR. B Oxidation (M)
1129.888 11306001 4 242 251 R.FPGOLNADLR.K
1188.6219  1159.6276 -1 283 262 I LAYVNMYVPFPR.L Oxidation (M)
1B19.6283 16208143 -13 263 276 R.LHFFMPGFAPLTSR.G
1656.8879  1659.8839 -7 283 297 RALTYPELTAGWFDAK N
1038.5862  1039.5927 1 310 318 R.YLTYAAVFR.G
1696.8267 1696.8177 -2 337 350 K NSSYFYEWIPNMYIKT
1244 886 12455939 1 381 390 R.ISEQFTAMFR.R Oxidation (W)
Spot 162 (20080606-B6) Tubb2c
PMF/MALDI
Calculated Observed| +-ppm start end Sequence lon Score C.1 % Muodification
1327 6408 13286482 u] 47 68 RIMNVYYNEATGGK. Y
1616808 16178141 -1 B3 77 RAYLYDLEPGTMDSYVR. S Oxidation (W)
1129886 11306001 4 242 251 R.FPGQLMADLR. K
1156.6219 11596276 -1 253 262 K LAWNMYPFPR.L Oxidation (M)
1619.6283 16208143 -13 263 276 R.LHFFMPGFAPLTSR.G
1706.8549 1707 8745 7 283 297 RALTYPELTQQMFDAK. M Oxidation (M)
1038.5862  1039.8927 1 310 318 R.VLTYAAVFR.G
1695.8257 1896.8177 -9 337 350 K NSSYFYEWIPNMYVICT
1244586 12455939 1 381 390 R.ISEQFTAMFR.R Oxidation (M)
Spot 162 (20080606-B6) Tubb3
PMF/MAL DI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
16306236 1631.8336 2 B3 77 RAILYDLEPGTMDSWR. 2 Oxidation (M)
1129.586  1130.6001 4 242 251 RFPGGQLNADLR.K
1158.6219 11596276 -1 253 262 K. LAYNMYPFPR.L Oxidation (M)
1619.8283 16820.8143 -13 283 276 R.LHFFMPGFAPLTAR. G Oxidation (M)
1708.8549  1707.8745 7 283 297 RALTYPELTQQMFDAK.N Oxidation (M)
10688.5968  10689.6086 4 310 318 R.YLTYATYFR.G
1405 6759 1406 B832 u] 325 336 K EVDEQMLAIGSK.N Oxidation (M)
1695.8257  1696.8177 -9 337 350 K NSSYFYEWIPNMYICY
1244586 12455939 1 381 390 R.ISEQFTAMFR.R Oxidation (M)
Spot 162 (20080606-B6) Tubh2a
PMF/MALDI
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
1630.8236  1631.8336 2 B3 77 RAILYOLEPGTMDSYR. B Oxidation (M)
1380.6676  1351.6962 16 163 174 RIMNTFSVMPEPK Y
1129.888 11306001 4 242 251 R.FPGALNADLR.K
1186.6219 11596276 -1 283 262 W LAYNMYVPFPR.L Oxidation (M)
1619.8283 1620.8143 -13 263 276 R.LHFFMPGFAPLTSR. G
1706.8649 1707 8745 7 283 297 RALTYPELTAGMFDSK.N
1696.6267  1696.8177 -8 337 350 K NSSYFYEWIPNMYIKT
1244 886 12455939 1 381 390 R.ISEQFTAMFR.R Oxidation (W)
Spot 162 (20080606-B6) Tubb2a
PMF/MALDI
Calculated Observed|  +-ppm start end Sequence lon Score C.1% Muodification
1630.6236  1631.8336 2 B3 77 RAILVDLEPGTMDSYR. & Oxidation (W)
13506676 1351.6962 16 163 174 RIMNTFSVMPEPK Y
1129.586  1130.6001 4 242 251 RFPGGQLNADLR.K
1158.6219 11596276 -1 253 262 K. LAYNMYPFPR.L Oxidation (M)
1619.8283 16820.8143 -13 283 276 R.LHFFMPGFAPLTSR.G
1708.8549  1707.8745 7 283 297 RALTYPELTAQQMFDSK.N
1695.8257 1B896.8177 -9 337 350 K NSEYFYEWIPNMYICT
1244 586 12455939 1 381 390 R.ISEQFTAMFR.R Oxidation (M)



Spot 167 (D1 20070719) — predicted: Importin 5 (Ipo5)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 6848] , <<E15_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 88
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Mass (m/z)
Spot 167 20070719 D1) Ipo5 (predicted)
PMF/MAL DI
Caloulated __ Ohserved +ippm  start ond Sequenca lon Scors G 1% Madification
1533 7423 1504 6O 3 ] B0 R KOAEETYENIPGR 5
1405 G473 1406 50994 45 9 B0 K DAEETYENIPGR 5
1266767 12607979 43 a1 91 R SKITFLLOAIR N
0736697 1074 6267 6 ik] 91 K TFLLOAIR M
951 MR OR2 4514 -2 2 100 R NTTALEEAR O
91661R4 9175048 21 fill 108 R OMASYVLLR R Cidatinn (M)
10726176 10735063 a4 108 R OMASYLLRR L Oidatinn (M)
19430002 1944 5764 A5 132 147 K SELLMIGMETASSMA K 3 Oxidatian (W)
20719952 2072 9267 B 132 148 K SELLMIGMETASSMRK K 3 Oxidatian (W)
18406591 18418136 28 B0 175 R NLIDEDGNNGWPEGLK F
1615 7664 1616 T06S 42 176 189 K FLFDSVSSANMELR E Oxidation (M)
1826.9935 1828928 34w 253 R ATAAFILANEHNVALF K H
16747434 16756906 38 4z 414 K EHIMAMLANADW ¥ 2 Oxidation ()
1933.9138 19045281 3 402 416 K EHIMAMLANADMKY R H 2 Ouidation (M)
1785.9043 17569086 3 483 458 K VIAALLOTMEDQGRNOR. Y
1801.8092 19028497 32 48 4558 K VIAALLOTMEDQGRNOR. Y Oxidation (M)
10926114 1098.5751 40 523 537 K HLHEIMYLI L Oxidation (M)
1634.8055 15357489 33 68 580 K. FVP Y YDLFMPELK H Oxidation (M)
1036.5665 10375445 28 sAl 580 K. HIVENAY K. E
1926.9431 19275002 3B B2 B2F K EWFMODASDYMOLLLK.T 2 Oxidation (M)
16378157 1838.7701 32 Bl B2F K FMODASDWMOLLLK.T
1BBG G056 1670 7568 a2 B4 B2F K FMODASTWMOLLLK T 2 Oxidation (M)
18108996 1611 6496 a2 65 B73 K EFQOYLPWWMGPLMK T 2 Oxidatian (M)
1816 6202 16196508 13 T 734 K STACOMLVE Y AKELK E Oxidatinn (M)
1796 9196 1797 6727 a0 7 746 K ELKEGPVEYTEGWI L
TAZERIE 1427 G302 4B 73 T4G K EGFWEVTEQHW I L
BIAG14E BX953% 4 747 753 K LMWVPLLIKF Oxidatinn (M)
039 4576 1040 4581 o8 754 7B1 K FYFHOGWA Y
21620201 21630203 3 e 816 K AGTEPDSDVLSEIMHSFAK C Cidatinn (M)
14417313 1442 BBIR I 852 K LEEHFKNOELR O
14547718 1495708 48 Aa 855 K VEDILHSIFSS YK E
17519094 17528333 48 Aa BIF K VEDILHSIFSSYKEK Y

826.5137 827 5179 -4 1101 1107 K. RLANYYR.Q



Spot 167 (P1036 sample O090618.01) Ipo5
LCMS/MS (Scaffold)

Mo Calculated Mascot
Sample Peptides Sequence | Position in Frecursor | Charge mass hascot | Expect
Mame | Acc Mo. Proteins(s) inferred identified Coverage  seguence Peptide Sequence miz observed  (neutral) score value
P1036- | ENSRM
Q030818-  OPOO00D
01 014859 ens|ENSRNOPODO0OD14 32 39.40% 40-50 | (R)ISKITFLLQAIR(M) 430.6 3 1288.79 N7 3.15E-03
B858|ENSRNMOGO0000010939 499 - 505 | (WLQAELIQK(S) 436.27 2 g870.52 M 2.04E-02
transcript: ENSRNOTO000001 4859 B0-67 | (RIOMAAVLLRIR) 451.27 2 o00.52 48.5 8.459E-03
Tax_|d=10118 [Rattus norvegicus] B843-855 | (K)VSDILHSIFSSYK(E) 493.27 3 149477 381 9.95E-02
42-50  (KITFLLQAIR(M) 537.84 2 1073.66 849 2.88E-07
42-50 | (WITFLLQAIR(MN) 53764 2 1073.66 58.3 1.23E-04
529 - 541 | (FYPYYDLFMPSLK(H) 540.61 3 1618.81 429 1.82E-02
575 - 588 (KIFMODASDWMOLLLK(T) 546.95 3 1637 81 0.7 3.01E-03
843 - 857 | (K)VSDILHSIFSSYKEK(Y) 584.98 3 1751.91 BO.B 2.75E-04
239- 249 | (K)SLYEIADTVPK(Y) 586.33 2 1170.65 39 371E-02
196 - 212 (R)ATAAFILANEHMNYALFK(H) B10.67 3 1828.98 436 1.12E-02
196 - 212 | (RIATAAFILANEHNYALFK(H) B11 3 1829.98 322 1.82E-01
963 - 979 (KITKENYNATENcISAWGKN B12.63 3 1834.87 43 1.41E-02
176- 190 | (RIMLYQcMODAEHPSIR(T) 624.95 3 1871.83 299 1.51E-01
573-588 (KIEKFMODASDYMALLLKIT) E32.66 3 1894.95 409 2.75E-02
1-106  (K)SELLMIQMETQSSMR(K) 632.98 3 1895.92 46.5 7 .06E-03
40- 50 (R)SKITFLLOAIR(N) 645.4 2 1288.79 724 2 50E-06
279 - 297 (RIGLALEVIVTLSETAAAMLR(K) E77.05 3 2028.13 576 2.39E-04
478 - 489 | (K)SLLIPYLDMLWVIKIH) 694.41 2 1386.81 397 1.35E-02
509 - 528 | (KILVLEGWWTSIASYADTAEEKIF) 701.38 3 2101.12 7068 2.28E-05
509 - 528 | (KILVLEGWWTSIASYADTAEEKIF) 701.38 3 2101.12 103 1.26E-08
28-32  (KQAEETYEMNIPGR(S) 703.83 2 1405.65 77A 3.88E-06
B96 - 707 | (KIEGFVEYTEQWVIKIL) 714.36 2 14267 54.1 1.07E-03
757 - 776 | (KAIGTEPDSDVLSEIMHSFAK(C) 716.35 3 2146.03 345 9.53E-02
B843- 855 (K)VSDILHSIFSSYK(E) 748.39 2 149477 £68.5 4 56E-04
27-38  (RIKQAEETYEMIPGR(S) 767 .66 2 1533.74 B84.1 1.23E-06
69-90 (RILLSSAFDEWYPALPSDYATAIKIS) 788.75 3 2363.23 432 1.32E-02
135- 148 (KFLFDSVSSANMGLRIE) 500.69 2 1599.77 56.4 379E-07
529 - 541 (KFVPYYDLFMPSLK(H) G810.41 2 16168.81 411 2.75E-02
363 - 375 | (KIEHIMQMWMLQNADWYI(Y) 522.39 2 1642.76 721 1.17E-05
575 - 585 (KIFmQDASDWMQLLLK(T) 627.91 2 1653.81 906 26BE-07
63-90 (R)RLLSSAFDEVYPALPSDWATAIK(S) 640.75 3 2518.33 435 2.23E-03
499 - 505 |(KILQELIQK(G) G71.53 1 570.52 566 561E-04
903 - 923 [(K)YAEYFLRPMLOYYCcDNSPEWR(Q) G04.41 3 2650.22 39 2 45E-02
444 - 458 | (K)VIAALLATMEDQGNAR() 5893.96 2 1785.91 742 1.41E-05
444 - 458 | (K)VIAALLQTMEDQGNAR() 901.96 2 16801.9 679 5.12E-05
(MaAAAAEQQQFY LLLGNLLSPDMNYYR
2-26 91515 3 2742.44 50.5 | 1.86E-03
196 - 212 | (R)ATAAFILANEHKWALFK(H) 915.5 2 1626.96 936 | 1.18ED07
119-134 | (RINLIDEDGHNMNOWPEGLKIF) 921.44 2 1840.66 71.5 | 1BBE-DS
573- 588 | (KEKFMADASDYMALLLKIT 948.49 2 1894.95 6B.9 | 435ED5
(MaAAAAEQQQF Y LLLGNLLEPDMNYYR
2-27 Ky 957.85 3 287053 58.2 | 235ED4
509 - 528 (KILVLEWWTSIASYADTAEEKIF) 1051.56 2 210711 112 1.66E-09
757 - 776 (KAIGTEPDEDVLEEIMHEFAK(C) 1074.02 2 2148.02 859 B.74E-07
(KITASIKPEVALLDTAODMEMMEDDDG
B35 - 673 WEFVNLGDQQSFGIKT) 1086.76 4 4343. 82.2 B.25E-07
B9-90 (RILLSSAFDEYYPALPEDYATAIK(S) 1182.682 2 2363.23 B8.7 371E05
(KJTQTDFNDMEDDDP QISY MISAWAR(
£89-612 M) 142511 2 2848.2 749 1.69E-0B
(K TASIKPEVALLDTADMEMMSDDDG
B35 - 673 WEFYNLGDQQSFGIK(T) 1448.67 3 4343 7858 1.38E-0B



Spot 170 (D3 20080606) Protein phosphatase 2A activator, regulatory subunit 4
(Protein phosphatase 2A, regulatory subunit B (PR 53)) (Ppp2r4)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 31457] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 170 {20080606-D3) Ppp2rd
PMF/MALDI
Calculated Observed| +-ppm start end Seguence lon Score C.1.% Modification
1269.6387 12706508 4 28 38 K. KEIHTWYPDMGK. W Oxidation (M)
1439.7231 1440.762 22 29 40 K EIHTYPDMGEWK R
2101.0732 21020764 -2 42 B0 R.SQAYADYIGFILTLNEGYK. G
913.4909 9144992 1 B3 B9 W KLTFDYRY
1127 B85 11286689 B 77 86 K. LvALLDTLDR.WY
8544399 8554559 10 100 1068 R.FGNKAYR.T
11326128 11336215 1 174 183 R WVDDOVANFICY
13426703 13436556 -16 184 193 KVFDRYLEVMRLK Oxidation (M)
825 4055 B26.4174 B 186 193 R.YLEWMR. K Oxidation (M)
953.5004 9545139 B 186 194 RYLEWMRKCL Oxidation (M)
B07 4603 B08. 4556 -15 196 200 K LAKTYR.M
1323.7187 13247249 -1 3 323 KFGSLLPIHPYTSG.-

Spot 170 (D11 20080815) - Microtubule-associated protein RP/EB family member 1
(Mapre1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 12669]
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 170 20080815-D11) Ppp2rd
MS+MS/MS
Calculated Observed| +-ppm start end Sequence lon Scors C.1.% Maodification
H932.6675 932.5603 -8 77 84 ILOAGFKR
1320.6583 1320.6429 -12 67 76 LEHEYIQNFIK
1794.9174 1794.8583 -33 B3 76 FOAKLEHEYIQMFK
1835.0245 1835.0121 -7 151 168 KPLGSGSAARPQRPIATOR
1835.0245 1835.0121 -7 181 1668 KPLGSGSAAPQRPIATAR
1977.8977 1977.8853 -B 114 130 FFDANYDGKEYDPYAAR 10 54.941
1977.8977 1977.8853 -B 114 130 FFDANYDGKEYDPWVAAR
1882.1124 1892.0796 -16 131 150 QGQETAVAPSLYVAPALSKPK

2163.9644  2163.9788 7 182 201 KNPGMGNGDDEAAELMOONWIK 2 Oxidation (M)



Spot 174 (B13 20080606) - Septin-2 (Sept2)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 64994] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 174 {20080606-B13) Sept2
MS+MS/MS
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
858,493 858.5201 32 319 325 DQILLEK
952.6189 952,611 -8 175 183 VHNMPWIAK
10465841 10465691 -14 184 192 ADTLTLKER u] u]
1046.5841 10465691 -14 184 192 ADTLTLKER
11966997 1196.698 -1 E7 77 IIPGAAEKIER
1196 6997 1196.698 -1 B7 77 IIPGAAEKIER 28 99.81
13256947 13256318 -2 199 209 ILDEIEEHSIK
1513.7533  1513.7513 -1 "7 128 TISYIDEQFER
1513.7533  1513.7513 -1 "7 128 TISYIDEQFER 19 98.337
1603.8174  1603.8112 -4 78 91 TVQIEASTWEIEER
1603.8174  1603.8112 -4 76 91 TVQIEASTVEIEER 29 99.628
1677.6442 16778506 4 a7 12 LTWWDTPGYVGDAINSR 26 99.704
1677.6442 1677 8506 4 97 112 LTWWDTPGYVGDAINSR
1759.9589  1759.9509 -5 233 249 ASIPFSVYGSNQLIEAK
1759.9589  1759.9509 -5 233 249 ASIPFSVYGSNQLIEAK
1881.9956  1662.0024 4 51 66 STLINSLFLTDLYPER
1881.9956 1  1852.0024 4 a1 BB STLINSLFLTDLYPER
Spot 174 {20080606_B13) Sept?
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Score C.1 % Maodification
18680.9884  18682.0012 3 51 B6 K STLINSLFLTOLYPER.I
1196.6924  1196.6951 -4 E7 77 RIPGAAEKIER. T
1602.8101 1603.8119 -3 76 91 R TVRIEASTYEIEER. G
18686.9949 1867 9967 -2 76 94 R TVQIEASTWEIEERGWK L
1676.837 1677 8508 4 97 112 RLTWWDTPGYGDAINSR.D
1512746 15137541 1 117 1268 KTISYIDEQFER.Y
10455768 1046.5699 -13 184 192 K ADTLTLKER.E
13246874 13256821 8 199 209 R.ILDEIEEHSIK.|
1758.9516  1759.9485 -6 233 249 K ASIPFEVYGENGLIEAK. G
909.4048 910.4039 -9 332 338 R.MOEMIAR.M 2 Oxidation (M)



Spot 177 (C11 20080606) Protein phosphatase 2A activator, regulatory subunit 4
(Protein phosphatase 2A, regulatory subunit B (PR 53)) (Ppp2r4)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 12008] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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6.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 177 {20080606-C11) Ppp2rd
PMF/MAL DI
Calculated Observed +-ppm start end Sequence lon Score C.1.% Modification
2238.1056  2239.1313 8 7 27 R.QPPPDSSEETPSATPTFIPK. K
2101.0732 21020784 -1 42 B0 R.SQAVADYIGFILTLNEGYK. G
2286.1898  2267.2009 2 42 B2 R.SQAYADYIGFILTLNEGYKGK. K
1BB9.6927  1670.8972 -2 B3 76 K KLTFDYKVSEAIEK.L
1541.7977 15427842 -13 B4 76 K.LTFDYKYSEAIEK.L
1127655 1128.6617 0 77 85 K.LYALLDTLOR.WY
2648381 26493811 -3 77 99 K LYALLDTLDRWIDETPPYDOQPSR.F
1538.7365  1539.7493 4 a7 99 R WIDETPPYDQPSRA.F
1670.972 1671.9604 11 169 183 K IGVLRYDDAVAIVFIL Y
11326126 11336317 10 174 183 R.VODQVANFICY
1649.6777  1650.8804 3 174 187 R.VDDGWANFICVFDR. Y
24412777 24421736 45 174 193 R.VDDOWVANFKVFDRYLEVIMR.K

13426703 13436755 2 184 193 K WVFDRYLEVMR. K Oxidation (M)
14707653 14717703 -2 184 194 K WVFDRYLEVMRIC L Oxidation (M)
10145651 1015.5699 2 303 310 K. FPVIQHFKF

13237187 13247253 0 31 323 K FGELLPIHPVTSG.-



Spot 180 (D21 20070719) — Protein disulfide-isomerase (P4hb, Pdia1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 2212.1, 9891]

100 3
8 < 9.9E+3
w0l g §
B
80
70
> 60
]
g
< 50
= 40
£ g
30 g g g 2 a8
@ g g 3 g £ g | 2§ 5
207 | g ¢ 55 o8 " o g | & 2 g 3 5
B g & g8 g 32 |85 B 2853 |8 3 g g g B
10 g $ d 84 = 3 T % g 23 |v = > 8 Bo®
5 I8 m S & N N 3 = s N
e 5 ¢ = 8 9 8 & 3 & g e g
o IS s hkerchaion St Mo 2 Bl
799 1442 2085 2728 37N 4014
Mass (m/z)
Spot 180 {20070719-D21) P4hb, Pdial
MS+MS/MS
Calculated Observed +-ppm start end Sequence lon Score C.1 % Maodification
9104417 910442 u] 447 454 FFPASADR
14247783 1424 7697 B 196 209 ¥ OLODKDGWWLFIK
1662.8733  1662.8718 1 196 210 VOLOKDGYWAWLFIKIK
1656766 16557738 5 21 224 FDEGRNNFEGEITK
1760.6346 1780.834 [u] B4 99 VDATEESDLAQQYGVR
1760.6346 1780.834 [u] B4 99 VDATEESDLAQQYGVR
1833913 18339158 2 266 302 ILFIFIDSDHTDNGR [ 77.98
1833913 18339158 2 206 302 ILFIFIDSDHTONGR
19129034 19128113 4 21 226 FDEGRNNFEGEITIKEK
1957.9402 1957 9503 5 447 463 FFPASADRTVIDYNGER
1965.0439 1965.045 1 233 249 HNQLPLYIEFTEQTAPK
1965.0439 1965045 1 233 249 HNALPLYIEFTEQTAPK
2093.0808  2093.0837 1 81 99 LAKYVDATEESDLAQQYGYR
2093.0808  2093.0837 1 81 99 LAKYDATEESDLAQQYGYR
22191013 2219.1096 4 427 446 MDSTANEWEAVIYHSFPTLI Oxidation (M)
27094609 2709.3352 -48 233 256 HNOLPLYIEFTEQTAPKIFGGEIK
2752415 27523369 -28 81 105 LAKVDATEESDLAQOY GYRGY PTIK
Spot 180 {20070719-D21) P4hb, Pdial
PMF/MALDI
Calculated Observed  +-ppm start end Sequence lon Score C.1.% Modification
1001.5505 10025637 B 72 B0 K LKAEGSEIR.L
20820436 20930566 3 81 99 R.LAKVDATEESDLAQAYGVR.G
1779.6275 1760.835 2 94 99 KVDATEESDLAQQYGYR.G
2439.1918 2440.156 -18 34 105 K.WDATEESDLAQQYGWRGYPTIKF
3715.7952 3716.735 -17 135 172 R.TGPAATTLEDTAAAESLYDSSEVTVIGFFKDAGEDEAK.Q
2883.3381 2684.3135 -12 173 197 K. QFLLAAEAYDDIPFGITSNSDYF S Y
1423.7711 1424 7B65 -8 198 209 K VQLDKDGYWLFK K
1654.7587 1655.774 5 21 224 WK FDEGRMNMFEGEITK.E
1307.6357  1308.6401 -2 218 226 R.MMFEGEITKEK.L
1964.0367 1965.0511 4 233 249 K HNOLPLVIEFTEQTAPK. |
2708.4537  2709.3308 -48 233 256 K HNALPLVIEFTEQTAPKIFGGEIK.T
1080.6695  1081.6775 1 267 265 WK THILLFLPK. 5
2018.0221 2018.9983 -15 266 302 K. GKILFIFIDSDHTDNGR. |
1832.9057  1833.9185 3 268 302 K. ILFIFIDSOHTONGR. |
965.5586 9665642 -2 303 310 RILEFFGLK K
12216162 12226284 4 319 328 R.LITLEEEMTICY Oxidation (M)
1408.6722  1409.6929 10 329 340 K. YKPESDELTAEK]
2433.2362 24342664 5 363 372 K IKPHLMSQELPEDWDKQPWK Y Oxidation (M)
1226.6456 1227 5577 4 376 387 K.NFEEWAFDEK K
135464056 13556542 5 376 386 K. NFEEWAFDEKK.N
17269046 17299224 B 412 426 K LGETYKDHEMMIAK. W
2218094 22191128 5 427 446 K MDSTANEVEAVIKWVHSFPTLK.F Oxidation (M)
927 5178 928 55068 28 439 446 K WVHSFPTLK.F
909.4345 910.442 0 447 454 K.FFPASADR.T
1966933 19679537 7 447 463 K.FFPASADRTYIDYNGER.T
10B5.5021 1066.528 11 455 463 R.TVIDYNGER.T



Spot 187 (D17 20070719) — Alpha-centractin (Actr1a)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 2532]
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799 1442 2085 2728 337 4014
Mass (m/z)
Spot 1687 20070719-D17) Actria
PMF/MALDI
Calculated Observed| +-ppm start end Sequence lon Score C.1.% Modification
10025134 10035367 16 23 32 KAGFAGDGIPK.Y
15327909 15337972 -1 47 61 RVMAGALEGDIFIGPK.A Qxidation (M)
2185.0732  2156.1138 15 47 B6 RVMAGALEGDIFIGPKAEEHR. G Oxidation (M)
1088.5325  1089.5431 3 73 81 R.YPMEHGIVIK.D Oxidation (M)
2080.8877 2051.8726 -1 73 88 R.YPMEHGNKDWNDMER.I 2 Oxidation (M)
11008938 1101.5892 -11 183 192 R.IDIAGRDVER.F
1900.6843  1901.8318 u] 200 2158 R KEGYDFHSESSEFEMWK A
17727893 17737997 2 201 215 K EGYDFHSSSEFEMK A
1865.9159  1866.9198 -2 239 255 K AQYYLPDGSTIEIGPSR.F
1068.604 10696195 B 328 336 KIRISAPQER.L
799.4188 B00.4276 2 330 336 R.ISAPQER.L



Spot 188 (E1 20070719) — Proliferating cell nuclear antigen (Pcna)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 7563]
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799.0 1441.8 2084.6 2727.4 3370.2 4013.0
Mass (m/z)
Spot 188 20070719-E1) Pena
MS+MS/MS
Calculated Observed +-ppm stant end Seguence lon Score C .1 % Modification
900 4607 900 4645 4 24 248 |ADMGHLK Oxidation (M)
910 4087 910 4077 -1 139 146 MPSGEFAR Oxidation (M)
910 4087 910 4077 -1 139 146 MPSGEFAR Oxidation (M)
932 4875 932 4891 2 211 217 VLNFFTK
932 4875 932 4891 2 21 217 VLNFFTK 27 99792
974 4213 S74 4222 1 54 61 SEGFDTYR 5 £3.494
974 4213 S74 4222 1 54 61 SEGFDTYR
1293 6433 1293 6249 -14 169 181 FSASGELGNGNIK
1397 6763 1397 6659 -7 B5 77 NLAMGWNLTSMSK 2 Ouidation (M)
1513.7057 1513.7073 1 249 261 YYLAPKIEDEEGS
1513.7057 1513.7073 1 249 261 YYLAPKIEDEEGS a a
17199496 17193065 25 B5 80 MNLAMGWNLTSMEKILK
20749927 2074.991 -1 92 110 AEDNADTLALYFEAPNGEK 14 95.988
20749927 2074.991 -1 92 110 AEDNADTLALYFEAPNGEK
Spot 188 20070719-E1) Pena
PMF/MALDI
Calculated Observed  +-ppm stant end Seguence lon Score C .1 % Modification
973.41M O74 4244 3 54 61 R SEGFDTYR.C
1796.8219 1797 8129 ] 52 77 R.CORNLAMGYNLTSMSE |
1826.8117  1829.8138 3 52 77 R.CORNLAMGYNLTSMSE | 2 Oxidation (M)
1364 6792 1366 6415 -33 B5 77 R NLAMGYNLTSMSI |
1396 669 1397 BETE -6 B5 77 R NLAMGYNLTSMSI | 2 Ouidation (W)
1716.9423 17199095 23 B5 80 R NLAMGWRNLTSMSKILIK C
2073 9854 2074 9954 1 92 110 R AEDNADTLALYFEAPNCQEK W
893 4065 894 4213 a8 139 146 K MPSGEFAR.|
8094014 910.4085 a 139 146 K.MPSGEFAR.] Qxidation (M)
12825361 120935304 -10 163 181 K.FEASGELGNGNIK. L
931.4803 032 4893 2 21 217 R.YLNFFTR.A
999.4535 9004544 4 241 248 KIADMGHLK. Y Oxidation (M)

15126984 15137087 2 249 261 K.YYLAPKIEDEEGS.-



Spot 192 (C10 20080606) - Mu-chrystallin homolog (Crym)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 71155] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 192 {20080606-C10) Crym
MS+MS/MS
Calculated Observed| +-ppm start end Sequence lon Score C.1.% Modification
10505579 10505555 2 242 250 QAVLYVDER 9 87.734
1050.5579 10505555 2 242 250 QAVLYVDSR
10855323 10855336 1 178 185 FASSVAGOVR
10855323 10855336 1 178 185 FASSVOGDVR 9 87.0%
1088.6422 10886429 1 118 128 RTAAVSAIATIK
1088.6422 10886429 1 118 128 RTAAVSAIATK
11285486 11285472 1 37 47 GPDGGVMAPYR Oxidation (M)
11285466 11285472 1 37 47 GPDGGYMAPYR 11 92.062 Oxidation (M)
11415524 1141 5577 5 304 313 LVYDSWSSGK
1319.6675 13196869 0 291 303 SLGMAVEDLYAAK Oxidation (M)
1319.6676 13196869 0 291 303 SLGMAVEDLVAAK Oxidation (M)
1636.7925  1636.793 0 171 185 ENAEKFASSVQGDVR
1660.834  166B.6275 -4 4 18 APAFLSADEVADHLR
1850.032]  1858.0294 - 19 35 SSSLUPPLEAALANFSK
1896.0146 1095 9785 -19 266 303 TTWFKSLGMAVEDLYAAK Oxidation (M)
1957 9575 1957 9514 3 57 75 GFLGVIMPAYSAAEDALTTK Oxidation (M}
2039.9954  2039.9926 -1 234 250 ELDDELMKQAYLYVDSR Oxidation (M)
Spot 192 {20080606-C10) Crym
PMF/MALDI
Calculated __ Obssrved  +-ppm ___ start snd Ssquence lon Score €1 % Modification
1667.8267 16688353 1 [ 18 R.APAFLSADEVODHLR.S
1857.0247  1858.0183 7 19 38 R.SSSLLIPPLEAALANFSK.G
1127 5384 1128.545 -1 37 47 K GPDGGYMQPYR T Oxidation (M)
1956 9503 1957 9567 0 57 75 R GFLGVYMPAYSAAEDALTTI L Oxidation (M)
1087 6349 1088 B405 2 118 128 K RTAAVSAIATIK F
9315338 9325331 -9 119 128 R TAAVSAIATICF
16367652 16368014 5 171 185 R ENAEKFASSYQGDYR Y
1084 5251 10865341 2 176 185 K FASSVAGDVRY
2036 9801 2039.9919 2 234 250 R ELDDELMKOAYLYVDSR E Oxidation (M)
1049 5506 1050 5554 2 242 250 K QAVLYVDSR.E
1895.0074 1095 9846 -16 266 303 K TTVFKSLGMAVEDLVAAK L Oxidation (M)
13186602 13196665 - 291 303 K SLEMAVEDLVAAK L Oxidation (M)
11405451 11415593 5 304 313 K LVYDSWISGK -



Spot 201 (C15 20080606) — Splicing factor 3a, subunit 3 [Mus musculus] (Sf3a3)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 58733] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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Mass (m/z)
Spot 201 (20080606-C15) Sf3a3
PMF/MALDI
Calculated Observed +-ppm start end Seguence lon Scors C.1.% Maodification
11716009 11726293 8 2 10 M.ETILEGQRR. ¥
B60.414 B861.4413 23 10 15 R.RYHEEK.E
838.3929 B839.3997 a 18 24 R.LMDWMAK.E 2 Oxidation (M)
1440.7069 1441.7223 B 3 42 K.STLRDQINSDHR. T
1083.5019 10B4.5094 a 50 58 R.YWMEVEGNLR.D Oxidation (M)
1208.5673 1209.5884 11 59 B8 R.OLYDDKDGLR.K
20898.9595 2099.9575 -4 70 87 K.EELMAISGPNEFAEFYNR.L
956.5192 957.53 4 20 965 K.QIKEFHR.K
2412.0353 2413.0312 -5 118 138 R.ENPSEEACQNLYEFTDEEGYVGR. Y
1879.9186 18809301 2 185 198 R.YLEMLLEYLQDYTDR. W Oxidation (W)
1514.8093 1515.8147 -1 200 212 RVYKPLODQNELFGK.|
879.4338 BB0.4443 4 213 218 KIGTDFEK.K
1007.5287 1008.5361 a 213 220 KIQTDFEKK. W
504.5695 585.5754 -1 265 273 K.SALLALGLK.C
1494753 14957976 -2 290 303 K.GKELESLDTSLFAK. N
1309.6765 1310.6845 1 292 303 K.ELESLDTSLFAK.N
1123.5734 1124.5802 [u] 339 347 R.QLTHENWQR. K
1251.6654 128268731 -2 339 348 R.QLTHEMVQRK.Q
B802.445 B803.4521 [u] 418 424 R.GPKAFQR.H
844,398 845.4119 =1 425 430 R.HFAEWR.H
2353.0346 2354.0266 -B 471 450 RWQPDTEEEYEDSSGNYWNKK. T
923.4712 9244797 1 491 497 K TYEDLKR.Q

Spot 201 (D7 20070719) — Heterogeneous nuclear ribonucleoprotein K (Hnrnpk)
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4700 Reflector Spec #1 MC=>BC=>MC[BP = 1194.5, 17257]
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Spot 201 {20070719-D7) Hnimpk

MS+MS/MS

Calculated Observad  +-pprr start end Sequence lon Scare C.1 % Modification
876.4249 B876.4186 -7 457 463 QYSGKFF

1013.4356  1013.4645 29 317 325 GGOLMAYDR Cxidation (M)
1014.3832 10144172 34 279 286 DYDDMSPR Cxidation (M)
1053.6415 1053.652 10 192 201 WWLIGGKPDR
1053.6415 1053.652 10 192 201 WWLIGGKPDR
11055208 11055552 )l 259 268 GGFORMPPGR Oxidation (M)
1169.6367  1169.6696 28 317 326 GGOLMAYDRR 1 96.09 | Oxidation (M)
1169.6367  1169.6696 28 317 326 GGOLMAYDRR
1194 6993 1194.735 30 306 316 NLPLFFFPPFR
1154.6993 1194.735 30 306 316 NLPLFFFPPFR 49 93.999
12296683 12296609 -5 245 266 GRPYVGFPMRGR
2121.9553  2121.8572 -46 269 286 GGRPMPRSRRDYDDMSFR 2 Oxidation (M)
2121.9553  2121.8572 -46 269 286 GGRPMPRSRRDYDDMSRR 2 Oxidation (M)



Spot 213 (D6 20070719) — Succinate dehydrogenase [ubiquinone] flavoprotein
subunit, mitochondrial precursor (Sdha)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 17857]
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799.0 1441.8 2084.6 2727.4 3370.2 4013.0
Mass (m/z)
Spot 213 20070719-D6) Sdha
PMF/MALDI
Calculated Observed +-ppm start end Seguence lon Score C.1.% Maodification
1084.5185 1095.5428 18 113 120 RWHFYDTYIK. G
1136.5574 1137.5552 -8 155 163 R.TEDGRIYQR.A
2277.9929 2279.0176 8 181 199 R.CCCWADRTGHSLLHTLY GR.S
1353.7153 1354.7296 a 188 189 R TGHSLLHTLYGR.S
13207156 1321.7206 -1 21 263 RAKNTIATGGYGR.T
1121.5829 1122.563 -6 243 253 KNTIATGGYGR.T
22650.9522 2252.063 48 254 274 R TYFSCTSAHTSTGOGTAMYTR A
1645.5093 1646.8055 -7 478 492 K ANAGEESYMMNLDKLR.F
1661.5042 1662.8225 7 478 492 K ANAGEESYMMNLDKLR.F Oxidation (M)
1751.8447 1752.8514 [u] 05 519 R.LSMOKSMRSHAAVFR.Y 2 Quidation (M)
1148.5397 1149.5619 13 510 519 K. SMQSHAAVFR.Y Qxidation (M)
1399.746 1400.7614 B 531 542 KWVSELYGDLAHLK. T
2067.0273 2065.0134 -10 591 B07 KWVRIDEVDY SKPIEGQQI K
1811.85877 1812.8661 1 593 B07 R.IDEYDYSKPIEGQQK K
1089.5457 10705603 7 =i B158 K KPFAEHWR. kK
1157.6407 1195.6654 15 [=inis] B16 K. KPFAEHWRK. H
1317.7292 13158.7482 g9 629 B39 K WTLDYRPYIDK.T



Spot 218 (D1 20080606) — mixture of: 14-3-3 zeta/delta (Ywhaz) and 14-3-3 protein
gamma (Ywhag)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 1548.7, 10727] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 6
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 218 {20080606-D1) Ywhaz
PMF/MAL DI
Calculated  Observed  +ippm  start end Sequence Ion Score C.1.% Modification
10145458 1015.557 4 10 18 K AKLAEQAER. Y
815.4137  B16.4238 4 12 18 K.LAEQAER. Y
1933.7866 193484895 29 12 27 K LAEGAERY DDMAACHI S 2 Oxidation (M)
1547.7063  1648.7175 3 26 41 K SYTEQGAELSNEER.N
2436.2132 24372102 -4 26 43 K SYTEQGAELSNEERNLLEVATIN
906.5174 9075257 4 42 43 R.NLLEVAYK N
898.4916 5395005 2 &1 68 RAVVSSIEQKT
1503.776  1504.7882 2 &1 74 RAYSSIEQKTEGAEK K
1631873 1632.8796 0 61 78 RWVWISIEQKTEGAEKK. @
132968928 13307023 2 104 118 K.FLIPNASQPESK.Y
1597.7963  1598.7277 -47 116 127 K AVFYLKMKGDY YR, Y Oxidation (M)
931.4222 9324315 2 121 127 K.MKGDYYR.Y
947.4171  945.4272 3 121 127 K.MKGDYYR.Y Ozidation (M)
12786456 1279.6542 1 128 139 R.YLAEVAAGDDKK,.G
3300.615 3301.8815 -12 128 157 R.YLAEVAAGDDKKGIVDOSQOAY QEAFEISK, K
2096.1699 2297 1646 5 139 158 K KGIVDOSA0AY QEAFEISKIE
2039.98 20409882 0 140 157 K.GIVDOSQOAYQEAFEISK K
2166.0749  2169.0857 2 140 158 K.GIVDOSQOAYQEAFEISKK E
12356445 12366598 7 158 167 K.KEMGPTHPIR.L
12516394 12526476 1 158 167 KKEMGPTHPIR.L Oxidation (M)
1107.5495  1108.5632 6 159 167 K.EMQPTHPIR.L
1123.5444 11245434 2 159 167 K.EMQPTHPIR.L Oxidation ()
23162041 2317.189 -10 168 187 R.LGLALNFSWFYVEILNSPEK A
2130.9844  2131.9812 5 194 212 K TAFDEAIAELDTLSEESYK.D
3317.6224 33186318 1 194 222 K.TAFDEAIAELDTLZEESYKDSTLIMALLR.D Qxidation (M)
11866536 11696625 2 213 222 K.DSTLUMGQLLR.D
1204 6485 120565684 2 213 222 K.DSTUMGQLLR.D Qxidation (M)
Spot 218 (20080606-D1) Ywhag
PMF/MALDI
Calculated Observed| +-ppm start end Sequence lon Score C.1.% Modification
815.4137 816.4235 4 13 19 R.LAEGAER.Y
1843808  1844.8179 1 13 26 R.LAEGAERY DDMAAAMI. N 2 Oxidation (M)
1842.7798 1643.79 2 29 42 K. NWTELNEPLENEER.N
2531.2867  2532.2761 7 29 50 K. NVTELNEPLSNEERNLLEVAYK. N
906.5174  907.6287 4 43 50 R.NLLEVAYK.N
902.5073  903.8107 -4 B2 B9 R.VISSIEQK.T
1587 7963 1598.7277 -47 121 132 K VFYLKMKGDY YR, Y Oxidation (M)
931.4222 9324315 2 126 132 KMKGDYYR.Y
947.4171  948.4272 3 126 132 KMKGDYYR.Y Oxidation (M)
1235651 12366598 1 133 143 R.YLAEVATGEKR.A
2376.128 2377187 22 163 172 KAYSEAHEISKEHMOPTHPIR.L Oxidation (M)
12606033 12616112 0 163 172 K EHMGPTHPIR.L Oxidation (M)
2129.9641 21309656 3 199 217 K TAFDDAIAELDTLMEDSYK.D
3300.6071 33015815 -10 199 227 K TAFDDAIAELDTLMEDSYKDSTLIMOLLR.D
3316602 3317.5806 K] 199 227 K TAFDDAIAELDTLMEDSYKDSTLIMOLLR.D Oxidation (M)
1186.6536  1189.6628 2 216 227 K. DSTLIMALLR.D
1204 6485 12056564 2 218 227 K.DSTUMGQLLR.D Qxidation (M)



Spot 240 (C23 20080606) - 14-3-3 protein epsilon (Ywhae)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 1540.7, 18697] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 6
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 240 {20080606-C23) Ywhae
PMF/MALDI
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
815.4137|  B16.4388 2 13 19 K.LAEQAER. ¥
1927.8655 19288673 3 13 26 K. LAEQAERYDEMVESMICK
1943.8604 19448766 5 13 26 K. LAEQAERYDEMVESMIK Ozidation (M)
1959.8553  1960.8622 0 13 26 K. LAEQAERYDEMVESMICK 2 Oxidation (M)
1574.7974 1575.8132 5 29 42 K. KVAGMDVELTVEER.N
1580.7923 15918063 4 29 42 WK KVAGMDYELTVEER.N Oxidation (M)
1446.7024 | 1447 7142 3 30 42 K VAGMDVELTVEER. N
14626974 1463.7072 2 30 42 K VAGMDVELTVEER. N Oxidation (M)
9065174 907.5339 10 43 50 R.NLLEVATK N
1516.8726  1517.8828 2 43 56 R.NLLEVATKNYIGAR.R
9165229 917.6478 19 B2 B9 R.ISSIEQK E
892.4381  BE3.4678 14 a1 86 K MIREYR.Q Oxidation (M)
14406916 1441.7024 2 84 94 R.EYROMWETELK.L Oxidation ()
1937.0047  1938.0088 2 107 123 K HLIPAANTGESKWF Y YK M
905.4178  906.4357 13 124 130 K MKGDYHR.Y
921.4127 922432 14 124 130 K.MKGDYHR.Y Oxidation (M)
12555833 1286.507 5 131 141 R.YLAEFATGNDR.K
1383.6783  1384.6891 3 131 142 R.YLAEFATGNDRK.E
1193.5828 11946115 10 143 153 K.EAAENSLVAYI.A
1918.9298  1519.3359 -1 154 170 K.AASDIAMTELPPTHPIR.L
1934.9247  1835.3298 -1 154 170 K.AASDIAMTELPPTHPIR.L Ozidation (M)
2330.1947 2331.1853 7 171 190 R.LGLALNFSVF Y VEILNSPDR.A
2086.9582 20579653 0 197 215 K.AAFDDAIAELDTLSEESYK.D
3257.6013 3258.5818 8 197 225 W AAFDDAIAELDTLSEESYKDSTLIMQGLLR.D
32735962 3274.5925 -3 197 225 K AAFDDAIAELDTLSEESYKDSTLIMQLLR.D Oxidation (M)
11886536  1189.665 3 216 225 K.DSTLIMALLR.D
12046485 12056631 5 216 225 K.DSTLIMALLR.D Oxidation (M)
3466.459 3467 45968 El 296 266 R.DNLTLWTSDMOGDGEEGHKEALQDVEDENG. - Oxidation (M)
Spot 240 (P1014-05) Ywhae
LCMS/MS (Scaffold)
Mo Calculated Mascot
Sample Peptides | Sequence | Position in Precursor | Charge mass Mascot Expect
Mame | Acc No. Proteins(s) inferred identified Coverage | seguence Peptide Sequence miz observed  (neutral) score value
P1014-05 | PE2260 | =p|PB2260[14-3-3 protein epsilon 9 3250% | 87-94 |(R)OMVETELKIL) T 48816 | 2 | 97630 | 849 [1.55E002
Tax_|d=10118 [Rattus norvegicus]
143 - 153 | (KEAAENSLVAYK(A) "so7es T 2 T 119335 7 E06 "3.62E003
13 - 141 (RIYLAEFATGNDR(K) "e2908 © 2 T12eE1s 7 519 "262E002
245 - 255 |(KIEALQDWVEDEMQ() "e4508 7 2 128815 | 724 "2.39E004
13-28 | (KILAEQAERYDEmYESMK(K) "e4866 7 3 194356 7 446 "1.35E-001
13-29 | (KILAEQAERYDEMYESMKK(Y) "eee62 7 3 205743 7 580 6.29E003
30- 42 (KWAGBMDVELTVEER(M) "732z20 7 2 T146239 7 706 "3.30E-004
1-12  |()mDDREDLYYQAKL)Y "7e270 T 2 Ts2339 o520 "2.34E002
13-28 | (KILAEQAERYDEMYESMK(K) "ogd7e T 2 o750 T osee  TB.59E-003



Spot 240 [P1014.05 (75062 Rodent)] Ywhae
LCMS/MS
Calculated  Obseved +ippm  stat end Sequence lon Score | C1.% _ Modification

1523.6926 762 6622 12 - MDDREDLYYQAK. L 39 Acetyl (Protein N-term)

1

1523.6926 7627012 1 12 - MDOREDLYY QAK.L -] Acetyl (Protein N-term)
1523.6926 7627227 1 12 - MDOREDLYY QAK L ] Acetyl (Protein N-term)
1523.6926 7627321 1 12 - MDOREDLYY QAK L "7 Acetyl (Protein N-term)
1523.6926 763.1816 1 12 - MDOREDLYY QAK L - Acetyl (Protein N-term)
1638.6875 7701812 1 12 - MDOREDLYY QAK L ] Acetyl (Protein N-term); Oxidation (M)
1638.6875 513.9822 1 12 - MDOREDLYY QAK L ] Acetyl (Protein N-term); Oxidation (M)
15638.6675 7706812 1 12 - MDDREDLWY QAK L = Acetyl (Protein N-term); Oxidation (M)
15638.6675 771.1996 1 12 - MDDREDLWY QAK L =] Acetyl (Protein N-term); Oxidation (M)
1927 6655 964.7587 13 28 KLAEQAERYDEMYESMIKIK "ooe7
1927 6655 9654.8182 13 28 KLAEQAERYDEMYESMIK K ]
1927 6655 643.8385 13 28 KLAEQAERYDEMYESMIK K ]
1943.6604 B45.6605 13 26 K.LAEQAERYDEMWESMIKLIK T4 Qxidation (M)
1958.8553 54,1422 13 28 K.LAEQAERYDEMWESMEKLK "8 2 Oxidation (M)
2055.9605 5149177 13 29 K.LAEGAERYDEMVYESMKK. W o3
2055.9605 5865392 13 29 K.LAEGAERYDEMVYESMKK. W T4
2055.9605 5868182 13 29 K.LAEQAERYDEMYESMKK. W -]
2071.9554 B21.8405 13 29 K.LAEQAERYDEMYESMKK. W 7] Oxidation (M)

1462.6974 7321996 30 42 KVAGMDVELTYEER.M T Oxidation (M)

90B.5174 4541381 43 a0 RNLLSVAYK.N =3

151B.8725 506.8195 43 86 RNLLSWVAYKNYIGAR.R " 16
2144.1324 7156212 B2 80 RISSIEQKEENKG GEDKLK. M -

976.4898 489.1581 87 94 R.OMVETELK.L -]

9924848 497 1021 87 94 R.OMVETELK.L " % Ostidation (M)

9924848 497 6016 87 94 R.OMVETELK L ] Ostidation (M)

716.369 719.22 118 123 KWVEYYRM ToaT

12555633 629.0812 131 141 R.YLAEFATGNDR.K 7]
255592605 8542411 131 163 R.YLAEFATGNDRKEAAENSLVAY K A i

1193.5928 557 6757 143 153 K EAAENSLWAYK. A "oBl

1193.5928 556.1376 143 153 K EAAENSLWAYK. A "%

1193.6928 596.1561 143 183 K.EAAENSLWAYIKA ]

1834.9247 512.5002 154 170 K.AASDIAMTELPPTHPIR.L " o19 Qxidation (M)

1288.5413 5450402 245 255 K.EALGDYEDENG.- : 13

1288.5418 B45.0812 245 255 K.EALGDYEDENG.- 72



Spot 242 (C5 20080606) — mixture of: F-actin-capping protein subunit alpha-2
(Capza2) and F-actin capping protein alpha-1 subunit (Capza1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 59684] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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Mass (m/z)
Spot 242 (20080606-C5) Capza2
MS+MS/MS
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
815.4522 815.4528 1 o8 103 FDHLRK 15 97.303
815.4522 815.4528 1 o8 103 FDHLRK
869.5315 869.5419 12 260 266 RQLPYTR
9044886 904485 -1 267 273 TIDWYNK 12 94.654
9044886 904.488 -1 267 273 TKIDWYNK
906.4349 90646858 37 279 266 IGKEMGNA, Oxidation (M)
1197.6949 11977072 10 38 A7 LLLMNDNLLR 73 100
1197 6249 11977072 10 36 A7 LLLMNNDNLLR
2029.0138 20290145 [u] 194 210 1AVHY YEDGNYALYSHK
Spot 242 (20080606.C5) Capza2
PMF/MAL DI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
1196.6877  1197.7079 11 36 47 R.LLLNNDMLLR.E
G14.445 6154535 2 96 103 K.FOHLRK.E
1984.9353 19859591 g 130 146 RAVWKEHYPNGYCTYYGK.K
890.4399 891.4515 5 173 178 RWREEWK.F
2028.0085  2029.0139 [u] 194 210 K IOHY YEDGNYQALVEHK. D
868.5243 869.5349 4 260 266 R.RALPYTR.T
903.4814 9044877 -1 267 273 R.TKIDWYNEL
905 4276 906.4713 40 279 286 K IGKEMQMA, - Oxidation (M)
Spot 242 20080606-C5) Capzal
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Score C.1 % Madification
9604876 961.5093 15 =] 15 RVSDEEKWVR.I
2088.0065  2089.0198 3 20 37 K FITHAPPGEFMEYFNDWR. L
1196.6877 11977079 " 38 47 RLLLMNDMNLLR.E
2139.9684 21409941 9 48 B6 R EGAAHAFAQYHNMDOFTPWIC | Oxidation (M)
2230.0502  2231.0654 4 67 586 K EGYDDQVLITEHGDLGMSR.F
B14.445 B15.4535 2 96 103 K.FDHLRK.E
1555.7002  1556.7272 13 104 118 K EASDPQPEDVDGGLK.S
1984.9126 19859591 20 104 121 K EASDPQPEDVDGGLKEWR.D
§90.4399 691.4515 5 173 176 R WRSEWK.F
1569.9131 15709371 11 179 193 KFTITPPTACWYGYLK |
2028.0085  2029.0139 [u] 194 210 KIavHY YEDGNYQLVEHK. D
1718.8323  1719.8534 8 21 226 K.DVEDEVTYENEYQATAKE
3028.3495  3029.3352 -7 231 256 K IESAENEYQTAISENY QTMSDTTFICA Oxidation (M)
868.5243 869.5349 4 260 266 R.RALPYTR.T
903.4814 904 4877 -1 267 273 R.TKIDWYNEL
905 4276 9064713 40 279 286 W IGKEMQRA - Oxidation (M)



Spot 269 (D15 20080815) - Phosphatidylethanolamine-binding protein 1 (Pebp1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 73790]
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 269 {20080815.D15) Pebpl
PMF/MALDI
Calculated Observed  +-ppm start end Sequence lon Score C.1.% Modification
1350.6667  1351.6765 2 7 39 RVDYGGYTWDELGK. Y
2513.2584 2514.2336 -13 40 62 KVLTPTQYMNRPSSISWOGLDPGK. L Oxidation (M)
1550.8195 15608279 1 B3 76 K. LYTLVLTOPDAPSR K
1687.9145 16889252 2 B3 77 K.LYTLVLTDPDAPSRK.D
2028.0891 2028.084 B B3 80 K LYTLYLTDPDAPSRKDPK.F
1438718 14397448 14 83 93 R.EMWHHFLYWNMIKL G
1962.9535 1963.9574 -2 94 113 K.GNDISSGTVLSEYYGEGPPK.D
26422936 2643.2698 -12 94 119 K. GNDISSGTVLSEYYGSGPPKDTGLHR. ¥
1096.6029 10976111 1 147 185 R.GKFKVESFR.K
911.4865 9124341 u] 149 155 WK FKVESFR.K
1039.5815 10405903 2 149 156 K FKVESFRK.K
892513 B893.4798 -45 151 157 KVESFRKK. Y
8804767 B81.48358 u] 180 187 K LHDQLAGK -
Spot 269 (P1014-13) Rab6a & Itpa
LCMS/MS (Scaffold)
Mo, Calculated Mascot
Sample Peptides  Sequence  Posgition in Precursor | Charge mass Mascot Expect
Mame | Acc MNo. Proteing(s) inferred identified Coverage  seguence Peptide Sequence miz observed  (neutral) score value
P1014-13 | P35279 splP35279|Ras-related protein Rab- 2 12.00% B4-74  [(RILQLWDTAGQER(F) B5B8.70 2 1318.38 £3.2  [1.99E-002
BA Tax_|d=10090 [Mus musculus]
170 - 183 |(RIWAAALPGMESTADRIS) " 72314 2 " 144426 657 [1.04E-003
ENSRN ens|ENSRNOPODOOON2B83BIENSAN 1 7 354% 2-8  [(MpASLVGKK) = G B = 417 "204E00

(OPO0000 OGO0000021233
026838 transcript: ENSRNOTOO000025536
Tax_|d=10116 [Rattus norvegicus)



Spot 285 (C18 20080606) - Tissue specific transplantation antigen P35B (Tsta3)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 14143] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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6.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 285 (20080606-C18) Tsta3
PMF/MALDI
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
1127 BB63| 11286747 1 10 21 R.ILVTGGSGLYGR.A
2396.2533  2357.2095 21 2 44 R.AIGKYVADGAGLPGEEWVFVSSIK.D
1945.9786  1946.3723 7 26 44 WK VWADGAGLPGEEWVFVSSK.D
17348424 1735.849 0 45 B0 K. DADLTDAACTOALF QK.Y
1367.6986  1368.7051 -1 79 88 R.NIKYNLDFWR. K
10124767 1013.4858 5 82 86 K. YNLDFYWR. K
11405716 1141.5767 0 82 89 K YNLDFYWYRK. N
2021.0079 20220128 -1 90 107 K NYHINDNYLHSAFEVGTR. K
2149.1028  2150.1084 -1 90 108 K. NYHINDNYLHSAFEVGTRICY
1046.5291 1047 5443 8 148 156 K RMIDVOMR.A Oxidation (M)
890,428 B91.4374 2 149 156 R.MIDVANR.A Oxidation (M)
15027841 1503.7939 2 200 214 K SSGSALTVWGTGKPR.R
1380.7514  1381.7593 0 215 225 R.ROFIVSLDLAR.L
12246503 12256603 2 216 225 R.OFIYSLDLAR.L
94558 946.5831 -4 226 232 R.LFWWWLR E
2390174 2391.1636 7 233 253 R.EYNEVEFILSYGEEDEVSIK.E
23480366 2349.0815 16 254 275 K. EAAEAVWEAMDFSGEVTFDSTK.S Qxidation (M)



Spot 286 (D8 20080606) - Tubulin cofactor A (Tbca)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 1207.6, 7735] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 266 (20080606-D8) Thca
PMF/MALDI
Calculated Observed| +-ppm start end Sequence lon Score C.1.% Modification
1226671 12296164 -48 1 10 - MADPRVWRQIK.| Qxidation (M)
899.5916 9006016 3 11 18 KIKTGWWKR.L
1269.6274 12705747 -47 22 31 KEKVMYEKEAK @ Oxidation (M)
1511.7289 1812733 -2 40 52 K MIKAEDGEMYAIKK.Q Oxidation (M)
2291.1393 22920828 -28 42 B1 K AEDGENYAIKKQAEILQESR. M
12006462 1201.6471 -5 82 B1 K KQAEILQESR. M
1072.5513  1073.5592 1 53 B1 K OAEILQESR. M
1206.6357 1207 6415 -1 70 79 R RLEAAYTDLR.Q
1050.5345  1051.5414 u] 7 79 RLEAAYTOLR.Q
2308.107  2309.1074 -3 B0 98 R QILESEKDLEEAEEYKEAR.]
10856.6332  1086.6387 2 99 108 R.IWLDSVIKLEA. -



Spot 290 (D19 20080815) - Tropomyosin alpha-3 chain (Tpm3)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 69309]
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 290 (20080815-D19) Tpm3
PMF/MALDI
Calculated Observed  +-ppm start end Seguence C.1.% Maodification
1262.6653 1263.6456 -21 1 12 - MAGSTTIEAVKR. K
1769.8908 1770.9226 14 13 27 RKIOVLOQOOADDAEER A
N26.0716  2127.0833 2 13 30 R.KIOVLOQOADDAEERAER.L
18597 9766 15998.9889 3 14 30 KIGNVLOQOADDAEERAER.L
1114.5731 1115.5896 8 3 39 R.LOREVEGER.R
1270.6742 1271.6923 =l 3 40 R.LOREVYEGERR.A
1642775 1543.7888 4 4 54 R.ARECAEAEVASLMNR.R
16598.5761 1699.8883 3 4 55 R.ARECAEAEVASLMRR.I
1315.6368 1316.6532 7 43 54 R.EQAEAEWASLMR.R
1471.7379 1472.7528 5 43 55 R.EQAEAEWASLMRR.I
1242 6456 12436707 14 56 B5 R.IQLWEEELDR. A
17266049 17278949 2 56 69 R.IGLVEEELDRAQER.L
1442796 1443.609 3 70 092 R.LATALQKLEEAEK.A
961.5015 962.5091 0 a0 97 R.GMKVIENR.A Qxidation (M)
19600186 1961.0372 B 98 113 R.ALKDEEKMELQEIGLK.E Qxidation (M)
1814.8811 1815.8022 2 117 131 K HIAEEADRIKYEEVAR. K
893, 4606 B894.4749 =1 126 132 K.YEEVARKL
1283.7449 1284.7581 5 132 142 R.KLVIEGDLER. T
1155.64599 11866622 4 133 142 K VIEGDLER. T
1670.8839 1671.8005 B 133 146 K. LVIEGDLERTEER. A
1793.8288 1794.8336 -1 156 169 R.EMDEQIRLMDQMNLK. C 2 Oxidation (M)
876.4375 §77.447 3 163 169 R.LMDQMNLK.C Oxidation (M)
1B67.794 1B65.8079 4 178 1580 K.Y SOKEDKYEEEIK.|
829.5273 830.5179 -20 191 197 KILTDKLK.E
1415.7984 1416.7644 -29 191 202 KILTOKLKEAETR. A
8454606 B46.4998 38 186 202 K LKEAETR.A
1307.6106 1308.6512 2B 188 208 K.EAETRAEFAER.S
1188.6238 1189.6384 B 216 225 K. TIDDLEDKLK.C
1466.6633 1467 .BB7S 12 237 248 R.MLDOTLLOLMNEM.- 2 Oxidation (M)



Spot 297 (D2 20080815) - Fatty acid binding protein 9, testis (Fabp9)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 1456.7, 19350]
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 297 (20080615-D2) Fabpd
MS+MS/MS
Calculated  Observed  +fppm  start end Sequence lon ScoreC.1% Modification
456 7067 1456 7101 2 T 22 LYSSENFENTYR 37 99.991
1456 7067 14567101 2 i 22 LYSSENFENTVR
1510.6655 1510 6696 3 67 79 LGEEFEETTADNR
15106655 15106696 3 7 79 LGEEFEETTADNR 10 955E2
163B.7605 16367638 2 7 60 LGEEFEETTADNRK 21 99659
163B.7605 16367638 2 7 60 LGEEFEETTADNRK
1695 6734 16950002 4 83 97 SLITFEGGSMIGIGR Oxidation (M)

Spot 297 (C12 20080606) - Fatty acid binding protein 9, testis (Fabp9)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 1456.7, 21543] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 6

1456.7053
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 297 (20000606-C12) Fabp8
PMF/MALDI
Calculated  Observed +-ppm _ start end Sequence lon Score 1% Modification
1236.6213] 1237 6322 3 1 10 - MIEFFLGTWIK L Oxidation (M)
1455.6994  1456.7053 1 il 22 K.LV3SENFENYYR.E
2329.071 2330.0779 [u] B0 79 R.NTEISFKLGEEFEETTADNR. K
2457.1B59  2458.1797 3 0 80 R.NTEISFKLGEEFEETTADNRI.
1509.6583 15106652 i 67 79 K LGEEFEETTADNR.K
1637.7533|  1638.7594 1 67 80 K.LGEEFEETTADNRK.Y
18849166 1865916 4 67 82 K LGEEFEETTADNRKVI S
1694 8662 16958839 5 B3 97 K SLITFEGGSMIIOR W Oxidation (M)



Spot 302 (E5 20070719) — Microtubule-associated protein RP/EB family member 1

(Mapre1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 8497]
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799.0 1441.8 2084.6 2727.4 3370.2 4013.0
Mass (m/z)
Spot 302 (20070719-E5) Mapre1
MS+MS/MS
Calculated Observed|  +-ppm start end Sequence lon Score C.1% Modification
932.5675 9325753 B 76 83 ILQAGFKR
932.5675 9325753 B 76 83 ILQAGFKR
1045 5465 1045 5662 19 214 221 DFYFGKLR
1061505 1061.5457 38 212 219 ERDFYFGK
1320.6583 1320.668 7 BE 75 LEHEYIGQINFIK g 968.061
13206583 1320.668 7 BE 75 LEHEYIQINFIK
1794.9174 17949248 4 B2 75 FQAKLEHEYIQMF I
1794.9174 17949248 4 B2 75 FQAKLEHEYIQMF I 12 94.454
1835.0245  1835.0361 B 180 167 KPLGEGSAAPQRPIATOR
1835.0245  1835.0361 B 180 167 KPLGEGSAAPQRPIATOR
1977.8977  1977.9028 3 13 129 FFDANYDGKEYDPVAAR
1977 8977 1977 9028 3 13 129 FFDANYDGKEYDPVAAR 5 74.8582
1986.9963  1989.0118 8 204 219 LTYEDLEKERDFYFGK
1988.9963  1989.0118 B 204 219 LTYEDLEKERDFYFGK
19921124 1992.1089 2 130 149 QGAETAYAPSLWAPALSKPK
2105.9927 2105.998 3 12 129 KFFDANYDGKEYDPWVAAR 5 73
2105.9927 2105.998 3 12 129 KFFDANYDGKEYDPWVAAR
3808.1121 3808.01758 -27 130 167 QGAETAVAPSLWARPALSKPKKPLGEGSAAPORPIATOR
Spot 302 {20070719-E5) Mapre1
PMF/MALDI
Calculated Observed|  +-pprr start end Sequence lon Score C.1.% Modification
2021.0734 20220633 -8 61 76 KWKFQAKLEHEYIQNFIK]
1793.91 17949285 B B3 76 K FUAKLEHEYIQMFIC |
1319.651 1320673 11 B7 76 K.LEHEYIGNFILI
931.5603 9325784 12 77 B84 K ILQAGFKR.M
2104.9854  2106.0012 4 113 130 K KFFDANYDGKEYDPWAAR. QO
1976.8904  1977.9088 B 114 130 K FFDANYDGKEYDPYVAAR.Q
1991.1051 19921123 u] 131 150 R.QGQAETAVAPSLVAPALSKPI K
1834.0173 18350399 8 151 168 K KPLGEGSAAPQRPIATAR. T
2018.8673  2019.9552 40 183 201 K NPGMGNGDDEAAELMOOWK Y Oxidation (M)
1570893 15719227 14 202 214 KWVLKLTVEDLEKER.D
1987 9891 1989.0173 " 205 220 K LTYEDLEKERDFYFGK.L
1060.4978  1061.5466 39 213 220 K ERDFYFGK. L
1044.6393 10456 5695 22 216 222 R.OFYFGKLR.N



Spot 307 (D20 20070719) — Protein disulfide-isomerase precursor (P4hb, Pdia1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 2212.1, 999]
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799.0 1441.8 2084.6 2727.4 3370.2 4013.0
Mass (m/z)
Spot 307 {20070719-D20) P4hb, Pdial
MS+MS/MS
Calculated  Observed  +ippm  start end Sequence Ion Score C.1.% Modification
910.4417 910445 5 447 454 FFPASADR
910.4417 910.446 5 447 454 FFPASADR
966.5658  966.6798 14 303 310 ILEFFGLK
10026677 1002.665 3 72 80 LKAEGSEIR
1066.5164  1066.5223 6 455 463 TVIDYNGER
10816769 1081.6942 16 267 265 THILLFLPK
13556477 13556957 35 376 388 MFEEWAFDEKK
14247783 1424804 18 198 209 Y OLOKDGWWLFIK
1552.8733 15528961 15 198 210 Y OLDKDGWWLFKIK
1587.6013 15678472 29 266 279 SVSDYDGKLINFKK
1655766 1655.0142 29 2n 224 FDEGRNNFEGEITIK
17806348 17808633 16 34 99 VDATEESDLAQAYGWYR
1780.5348  1780.8633 18 84 99 VDATEESDLAGQYGVR 4 40.088
1833.813  1833.3404 15 288 302 ILFIFIDSDHTDNGR 15 95.567
1833.813  1833.3404 15 288 302 ILFIFIDSDHTDNGR
19129034  1912.3344 18 21 226 FDEGRNNFEGEITKEK
19129034 1912.3344 18 21 226 FDEGRNNFEGEITKEK
1957.9402]  1957.3553 8 447 463 FFPASADRTVIDYNGER
1985.0439 19650545 8 233 249 HNQLPLYIEFTEQTAPK
2093.0508  2093.0503 5 81 99 LAKVDATEESDLAGQYGYR
2093.0508  2093.0503 5 81 99 LAKVDATEESDLAGQYGYR 19 98.368
2219.1013 2219.0928 -4 427 446 MOSTANEVEAVKVHSFPTLK Oxidation (M)
2219.1013 2219.0928 -4 427 446 MOSTANEVEAVKVHSFPTLK Oxidation (M)
2434.2434 24342012 17 353 372 IKPHLMSQELPEDWDKOPYIK Oxidation (M)
2613.2852  2613.2244 23 319 340 LITLEEEMTKYKPESDELTAEK Oxidation ()
Spot 307 {20070719-D20) P4hh, Pdia1
PMF/MALDI
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
1001.5505 1002.559 1 72 80 K.LKAEGSEIR.L
2082.0438  2093.0569 3 81 99 R.LAKVDATEESDLAGQYGVR.G
1779.8275  1780.8615 15 84 99 1. VDATEESDLAQQYGVR.G
12018879 12026328 23 123 132 R.EADDIVNWLI K
14237711 1424.8047 18 198 209 K. YQALDKDGYVLFK, K
1854.7587  1655.8132 23 21 224 K.FDEGRNNFEGEITK.E
1984.0367  1965.0522 4 233 249 K. HNOLPLYIEFTEQTAPK.|
1080.6695  1081.698 20 257 265 K. THILLFLPK. S
18329057 1833.9351 14 288 302 K ILFIFIDSCHTONGR.|
9655586 966.5825 17 303 310 R.ILEFFGLK K
10936535 10946735 12 303 311 R.ILEFFGLKK.E
B12.2778 2613.2197 25 319 340 R.LITLEEEMTKY KPESDELTAEK | Oxidation (M)
14086722  1409.7102 2 329 340 K. YKPESDELTAEKI
1964.9666  1966.0592 43 353 366 K. IKPHLMSGELPEDWDK Q
24332362 24341868 20 353 372 K IKPHLMSGELPEDWDKAPVIK Y Oxidation (M)
13546405 13556998 3B 378 388 K. NFEEVAFDEKK N
1726.9046  1729.9167 3 412 426 K LGETYKDHENIMVIAK i
2218.094  2219.0801 5 427 445 K MDSTANEVEAVIKVHSFPTLKF Oxidation (M)
9275178 9286173 8 439 446 K VHSFPTLKCF
909.4345  910.4495 El 447 454 K FFPASADR.T
1956.933  1957.952 6 447 463 K FFPASADRTVIDYNGER.T
1065.5091  1066.5245 8 455 463 R.TVIDYMNGER.T



Spot 311 (D5 20070719) — Probable ATP-dependent RNA helicase DDX4 (Ddx4)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 9611]
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Mass (m/z)
Spot 311 {20070719.D5) Ddx4
MS+MS/MS
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
B70.577  Br0.5404 42 515 521 KLVEILR
935.4581 9354437 -15 565 572 EQALGDFR
1086.6462 1088.615 -28 302 311 YSIPWLAGR
1086.6462 1088.615 -28 302 311 YSIPWLAGR
12206018 12205472 -45 563 572 EREQALGDFR
1361.7423 1361.6884 -40 361 371 ELINQIVLEAR
1361.7423 1361.6884 -40 361 371 ELINQIVLEAR 20 93.081
1363647 1383.6567 7 436 447 MLDMGF GPEMKIK
1439.7561  1499.7087 32 550 562 ISTTSIHGDREGR
1439.7561  1499.7087 32 550 562 ISTTSIHGDREQR
1610.7405 1610.7026 24 173 188 KPAASDSGSGOTFOSR
16256826 1625 6464 2 133 148 GGYPDGNDSEASGPFR
17629156 17628679 27 522 536 NIGDERPMYFVETKK
1779.9276  1779.8959 -18 4651 475 QTLLFSATFPEEIGR
1779.9276  1779.8959 -18 4651 475 QTLLFSATFPEEIGR
1781.7837 | 1781.7652 -16 133 149 GGYPDGNDSEASGPFRR
2132.0668  2132.1204 26 625 643 AISFFOTESONHLAGPLYK 34 99962
2132.0659  2132.1204 26 625 643 AISFFOTESONHLAGPLYK
Spot 311 20070719-D5) Ddx4
PMF/MAL DI
Calculated  Observed  +ippm  stan end Sequence Ion Score C.1.% Modification
14966049 1497 BEG3 S 39 53 R.TSASSSEMEDGPSGR.D
1624 6754 16256217 38 133 148 R.GGYPDGNDSEASGPFR.R
1609.7332  1610.6796 38 188 203 R.KPAASDSGSGOTFOSR S
1186.5986  1189.5704 30 213 224 K GLMEEWWTGSGK M
1087 639 1088.61 33 317 326 K YSIPIVLAGR.D
1360735 1361.6759 -48 376 306 R.ELINQIYLEAR. K
1603.8471 1604.7862 -41 396 410 R.AVWIYGGTAFGHSIR. @
804.4415  B05.4499 1 426 432 R.LMDIGK.E Oxidation (M)
1082.5451  1093.4334 -43 442 450 . YLVLDEADR. M
11055148 1108.504 -18 463 472 K. LISCPGMPSK.E Oxidation (M)
17789203 1779.8661 B 476 490 R.QTLLFSATFPEEIGR.L
1581.8206 15927576 -44 514 527 R.DVOOSILAVGAYSK.R
934.4508 9354435 -16 580 587 R.EQALGDOFR.C
2131.0586 21320789 5 540 B58 R.AISFFDTESDNHLAGPLYI.Y
10216193 1022 4946 31 550 B99 R.GAVFASYDTR.K



Spot 313 (D3 20070719) — Stress-70 protein, mitochondrial precursor (Hspa9)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 8323]
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7“99,0 1441.8 2084.6 2727.4 3370.2 4013.0
Mass (m/z)
Spot 313 20070719.D3) Hspa9
MS+MS/MS
Calculated __ Observed _+ippm ___ start ond Sequence lon Score_ C.1 % Madification
BB7 5191 867 5109 2 07 LVGMPAKR Cxidation (M)
9045032 904502 E] 18 624 MRELLAR Oxidlation (M)
9584952 958504 E] 77 85 VLENAEGAR
1045 5307 1045 5636 24 BT 54 LFEMAY KK Oxidlation (M)
10566312 1066 6444 12 25 292 HIVIKEFKR
12426801 1242 G956 2 207 218 DAGQISGLAVLR
124266801 1242 G956 2 207 218 DAGQISGLAVLR i i
129066801 1200 6971 13 3% 405 VAGTVADLFGR
129066801 1200 6971 13 3% 405 VQGTVADLFGR 7 Blm
1452757 14627739 12 am 391 SDIGEVILVGGMTR Oxidation (M)
1462757 14627739 12 am 391 SDIGEVILVGGMTR Oxidation (M)
14767329 1476.752 13 3 99 TTPEVVAFTPDGER
14767329 1476.752 13 ES 99 TTPSVVAFTPDGER 0 3104
14898373 1489.8536 " 349 361 AQFEGIVTOLIKR
14907995 1490.8464 31 513 624 EEISKMRELLAR Oxidation (M)
16087657 1B0B.7521 15 174 187 MKETAENYLGHTAK Oxidation (M)
16709183 1870.9171 | 203 218 QATKDAGQISGLNVLR
16948495 18948852 EIE:] 202 NAVITYPAYFNDSOR
1634 BADE 1894 ARAZ I 202 NAVITYPAYFNDSQR 4 58284
17068378 1706 B563 & 293 307 ETGVDLTKDNMALOR Oxidlation (M)
17098717 1709 B39 5 144 159 WRASNGDANWYEAHGK
17208715 1724 A521 2 1o 122 QAVTNPNNTF YATKR
16089025 1808 9252 13 489 485 SQVFSTAADGATAVEIK
21109763 21109368 20 A% 12 MEEFKDGQLPADECNKLK Carbamidormethyl (CJ; Oxidation (M)
24342129 2434 2026 4 542 553 EQOIVIOSSGGLSKDDIENMVC Oxidlation (M)
Spot 313 20070719.D3) Hspa9
PMF/MALDI
Calculated __ Observed _+ippm __ start ond Sequence lon Score_ C.1 % Madification
2421108 2422 1862 3 53 76 K GAVVGIDLGTTNS CYAVWE G KOAK Cxidation (M)
957 4879 958.507 2 77 B5 K VLENAEGAR T
14757256 1476 7522 13 66 59 R TTPSWVAFTPDGER L
BEG5058  BA7 5123 E] 100 107 R LYGMPAKR Q Oxidlation (M)
1567 7631 15687812 7 ima 121 R QAVTNPNNTF YATK R
17238642 17248933 E L] 122 R QAVTNPNNTF YATKR. L
9716916 972615 17139 146 1K NVPFIIVR A
17088645 1700 AB44 4 144 159 1K IVRASNGDAWVEAHGH L
15686272 1560 7996 22 160 173 K LYSPSQIGAFVLMK M Oxidation (M)
1607 7613 1608 7917 4 174 167 K MKETAENYLGHTAK N Oxidation (M)
16938424 1694 ARG2 m e 202 K NAVITVPAYFNDSGR.Q
16699111 1670.9161 0 203 218 R.QATKDAGGISGLNVLR.Y
12416728 12426979 4 207 218 K. DAGQISGLNVLR.Y
17058305 1705.8556 o 293 307 R.ETGYDLTKDNMALGR.Y Oxidation (M)
1488.83 14898518 I 361 RAQFEGIVTDLIKR.T
14517497 14627737 " 378 391 K. SDIGEVILYGGMTR.M Oxidation (M)
12896728 12906974 13 3 405 K. YQQTYADLFGR.A
18078952 1808.524 12 489 485 K. SOVF STAADGOTAVENY
24332057 2434.199 & &4z 563 R.EQQIVIOSSGGLEKDDIENMYH. N Oxidation (M)
S03.495  904.5026 | 618 524 K. MRELLAR.K. Oxidation (M)
10445314 10455856 % BT 54 K. LFEMAYKIK.M Oxidation (M)



Spot 320 (C22 20080606) - Heat shock protein 1 (chaperonin) (Hspd1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 5937] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 673
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Mass (m/z)
Spot 320 20080606-C22) Hspd1
PMF/MALDI
Calculated _ Obssrved +ippm ___start ond Sequence lon Score_C.1.% Modification
21481221 21451248 2 EE] 58 R ALMLQGYDLLADAVAVTMGPK G 2 Oxidation (M)
15568311 1557.827 7 59 72 K GRTVIEQSWGSPK Y
13437085 13447137 2 61 72 R TVIEQSWGSPK. Y
26502413 2560 2659 7 97 121 K LVODVANNTNEEAGDGTTTATVLAR S
1162672 11636521 23 131 141 K ISKGANFVEIR R
054461  BA5 4B65 2 134 141 K GANFVEIR R
10105621 10115704 1 134 142 K GANPVEIRR G
22380638 2239.1038 5 203 221 K DGKTLNDELEIEGMKFDR G Oxidation (M)
19219455 19229319 -1 206 221 K TLNDELEIEGMKFDR &
1937 9404 1930 9485 0 206 221 K TLNDELEIEGMKFDR & Oxidation (M)
1806.8941 16078937 4 219 233 K.FDRGYISPYFINTSK G
21200891 2121.0276 23 219 236 K.FDRGYISPYFINTSKGOK.C
1388.6976 1389.7045 0 22 233 R.GYISPYFINTSK.G
1729.8233|  1730.8927 3% 237 250 K. CEF QDAYWLLSEKK |
20321429 2033.1423 4 250 268 K KISEVASVPALEIANAHR. K
1904.0479 19050526 Bl 251 268 K.ISSVQSNMPALEIANAHR.K
2364.3264  2385.3298 2 269 250 R.KPLVIAEDVDGEALSTLYLNR.L
1725.9526  1726.9257 20 293 309 K VGLOVVAYKAPGF GDNR.K
1854.0476 18550613 3 293 310 K VGLOWVAYKAPGF GDNRK.M
8323828 B33.3945 5 302 309 K APGFGDNR K
9604777 961.494 I 7] 310 K APGFGDNRK N
1645 8961 16468971 4 3 359 K VGEVIVTKDDAMLLK G Oxidation (M)
24522333 24532002 -6 370 389 K RIQETEQLDITTSEYEKEK L
2036 9946 20400173 8 ar 387 RIQEITEQLDITTSEYEK E
20961322 2297 1475 3 an 389 RIQEITEQLDITTSEYEKEK L
2B08.4028  2609.3953 5 an 393 RIQEITEQLDITTSEYEKEKLNER.L
16318115 16328188 0 406 420 K VGGTSDVEYNEKKDR
9505036 9R05117 1 421 429 R VTDALNATR A
9406059 9415127 2 483 470 KIGIENKR A
1214 6507 12156512 6 482 493 K NAGYEGSLIVEK |
25631622 2564 2178 11 494 516 K ILOSSSEVGYDAMLGDFVNMVEK G 2 Oxidatian (M)
1096 6604 1097 6639 3 &7 526 K GIDPTKVR T



Spot 330 (D22 20070719) — SUMO-activating enzyme subunit 1 (Sae1)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 5916]
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Mass (m/z)
Spot 330 20070719 D22) Sasl
PMF/MAL DI
Caloulated __ Ohserved +ippm  start ond Sequenca lon Scors G 1% Madification
2305 775 2306 D345 0 2 24 M VEREEYS GGG GISEEEARDTDR O
0936136 11006176 -3 2 6 R LWGLEAQKR L
15138902 1514 6706 1B ] 55 FVLIVGMKGLEAEIAK N Oxidatinn (M)
A6 57E G2F 5323 15 a7 B4 I NLILAGVI G
2484 2319 2465 2402 [ B B 1K 5LTMLDHEOWSPEDL GAQFLIRT Cidatinn (M)
15TATO0R 15747919 2 a7 101 R TGEVEANRAEASLER A
12436231 1244 B1GR -1 12 112 R AGNLNPRVDVI W Oxidatian (M)
1356 6534 1357 B59S ) 187 199 K VSAGWEDGRDAKR A
2264092 2265 05I3 EEIT 276 K GROPTEDSYSEDAELLLAIR N
205096595 20519455 EE] 276 R.DPTSDSYSEDAELLLOIR.N
22190747 22200915 4z 286 R.NDWFDELGWSPDLLPDDFYR.Y
22030531 22641475 3}/ 30 336 K ALSORDPPHNNFFFFDGMK. G Oxidation (M)
17277403 17287565 5 =% 338 R.OPPHMNFFFFDGMK G Oxidation (M)



Spot 338 (C21 20080606) — NADH-ubiquinone oxidoreductase 75 kDa subunit,
mitochondrial (Ndufs1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 6098] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 673
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Mass (miz)
Spot 338 20080606 C21) Ndufs
PMF/MAL DI
Caloulated __ Observed _tppm _ start snd Senuenca lon Scors G 1 % Mndification
16527065 1B95.7677 EE S 5 K. vGMOIPRFCYHER.L
16077791 1B08.7827 -2 185 200 R FASEIAGVDOLGTTGR.G
2130733 21370771 2 a7 286 R KTESIDYMDAYGENNYETR.T Oxidation (M)
1917 6527 19188694 5 w77 251 R MHEDINEEWISDKTR F Oxidatinn (M)
SERSDR 9RO 104 5 oo 253 R FAYDGLKR.Q
610 794 16118 1 M2 326 K GLLTYTSWEDALSR W
11815751 11625931 7] 336 R VAGHLOSFEGK & Oxidatinn (M)
1063 5451 1064 5558 3 ang 17 A FEAPLFNAR |
1667 7787 15687979 8 451 464 K ILODIASGNHEFSK v
1400 7H1 1401 7E19 5 471 483 K KR LGSSALORD Cidatinn (M)
20701473 2071 1284 EEI-L:] 536 R IASOVALDLEYKPGVEAR K
1537 G253 1538057 A7 GG B21 K VAVTPPGLAREDWK |
20740946 2075 1047 1 25 43 R ALSEIAGITLPYDTLDGR M



Spot 339 (D4 20080606) - 6-phosphogluconolactonase (Pgls)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 11309] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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Mass (m/z)
Spot 339 (20000606-D4) Pgls
PMF/MALDI
Calculated Observed| +-ppm start end Sequence lon Score C.1.% Modification
1811.7732 15127817 1 91 106 R.DLPAATAPAGPASFAR. W
1766.8628 1767 8569 7 116 130 R.LVPFDHAESTYGLYR.T
28074229 2808.4744 16 137 162 K. LPIPDSGYLTIDPALPYEDAAEDY AR K
1570.8831 1571.8931 2 205 219 K WAPIGDSPKPPPQR.Y

18829458 18839539 0 249 265 R.ILEDQESALPAAMWOPR.T Oxidation (M)



Spot 342 (A24 20080606) - Inner membrane protein, mitochondrial, isoform CRA_a
(Immt)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 44425] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 342 (20080606-A24) Immt
PMF/MALDI
Calculated Observed +~ppm start end Seguence lon Score C.1.% Muodification
966.5562 967.9931 [u] 102 110 K. KPIQSGPLIK. |
1517.7685 1515.7804 3 178 188 K.SLEDALNQTATYTR.Q
1441.7839 1442.8073 =1 189 202 R.OTITAQNAAYOAVI.A
1562.7828 1563.7919 1 268 282 R.EIAGATPYITAAEEK. L
1454.7803 1455.7997 8 283 285 K LHSMIVDLDSW WK K
1526.8205 1527.8331 3 306 318 KWWSOYHELVYOAR.D
1570.7879 1571.8281 21 324 337 KELDSITPDITPGWK. G
1107.6036 1108.6113 a 380 388 K.OHIELALER.Q
8074127 808.418 -2 3596 A03 R.AFDSAVAK A
2131.548 21329565 1 480 487 R.SOEQMODNFTLDINTAYAR.L Oxidation (W)
1822.5809 1823.8005 7 500 516 R.GIEQAVOSHAVAEEEAR K
1844.9826 18459987 5 534 552 KTSSAEMPTIPLGSAVEAIR W Oxidation (W)
1052.5138 1053.5197 -1 576 584 R.GWYSEETLR.A



Spot 344 (D8 20070719) — mixture of: Tubulin alpha-3 chain (Tuba3), Tubulin alpha-8
chain (Tuba8), Tubulin alpha-1A chain (Tuba1a), Tubulin alpha-1B chain (Tuba1lb),
Tubulin alpha-1C chain (Tuba1c) and Tubulin alpha-8 chain (Tuba8)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 1687.9, 24098]
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799.0 1441.8 2084.6 2737.4 3370.2 4013.0
Mass (m/z)
Spot 344 (20070719.D8) Tuha3
MS+MS/MS
Calculated Observed|  +-pprr start end Seguence lon Score C.1.% Modification
10155782 10155765 2 =27 33 DVNAAATIK
10716045 1071.6045 0113 121 EIVDLVLDR
13407897 1340.7898 EIEEE] 123 EIVDLVLDRIR
1398693 13966952 2 401 LDHKFDLMY &K Oxidation (M)
14107733 14107773 2 5 95 OLFHPEOLITGK
14107733 14107773 2 5 95 OLFHPEQLITGK 2 100
1457 BBB5 1457 BT5E 5 730 243 UGOWSSITASLR
1552 7941 1562 7566 3 39 402 LDHKFDLM Y AKR Oxidation (M)
1552 7941 1562 7566 3 39 402 LDHKFDLM Y AKR 4 47118 Oxidation (M)
1687 BI01 1BA7 AEZ3 1 65 79 AVFVDLEPTYVDEYR
1687 BI01 1867 AEZ3 1 B5 79 AVFVDLEPTYVDEYR 103 100
17188821 17188857 2 216 229 NLDIERPTYTNLNR
17188821 17186857 2 216 229 NLDIERPTYTNLNR 24 99486
17569633 1756964 0 265 260 HFPLATYAPVISAEK
17569633 1756964 0 265 260 HFPLATYAPVISAEK 133 100
16249854 1824 9844 A 33 370 VGINYOPPTVWRGGOLAK 47 99999
16249854 1824 9844 A 33 370 VGINYOPPTVWPGGOLAK
16279953 1628.0005 2 106 121 GHYTIGKEIVDLYLDR
18948318 18049236 48 312 326 YMACCMLYRGDVVPK 2 Carbamidomethyl (C); 2 Oxidation (M)
2007.8929 20078955 1 4 B0 TIGGGODSFNTFFSETGAGK 130 100
2007.8929 20078955 1 4 B0 TIGGGODSFNTFFSETGAGK
22661714 22661824 5 65 84 AVFVDLEPTVVDEVRTGTYR
2345.0132 235,085 2 AD3 422 AFVHWYVGEGMEEGEFSEAR Oxidation (M)
2400.2085  2409.209 0 244 264 FDGALNYDLTEFQTNLYPYPR
24162081 2415207 1 3 105 OLFHPEQLITGKEDAANNYAR &3 100
24162081 2415207 1 85 105 OLFHPEQLITGKEDAANNYAR
2497 1741 2497 1648 4 a1 B4 TIGGGDDSFNTFFSETGAGKHYPR
3117.3428 3117 3591 5 423 450 EDLAALEKDYEEYGYDSVEAEAEEGEEY
Spot 344 20070719.08) Tuha3
PMF/MALDI
Calculated __ Observed _+t-ppm ___ start ond Sequence lon Scors__ C.1 % Madification
20056958 2007.896 1 a1 B0 K TIGGGDDSFNTFFSETGAGH. H
2496 167 2497 1628 5 a1 B4 K TIGGGDOSFNTFFSETGAGKHVPR A
1606 8829 1667 AH31 2 B5 79 R AVFVDLEPTVYDEVR. T
265 1641 20661775 3 B5 B4 R AVFVDLEPTVYDEVRTGTYR.Q
1409 7667 14107761 3 85 96 R OLFHPEQLITGK E
24141978 2415 2051 0 85 105 R OLFHPEQLITGKEDAANNYAR G
1022 4417 1023 4598 (&l a7 105 K EDAANNYAR G
1826989 18260007 2 106 121 R GHYTIGKEIVDLYLDR |
10705972 1071 6066 1 13 121 K ENVOLVLDOR |
13397623 13407925 2 113 123 K EIVOLVLDRIR K
908 4957 909 5095 6 157 164 R LSVOYGKK 3
16739758 1674.9896 3 215 229 R.RWLDIERPTYTHNLNR.L
17178747 1718.8855 2 216 229 R.NLDIERPTYTNLMR.L
14568613 1457576 5 230 243 RLUGQIVESITASLR.F
24082012 2409.2073 A1 244 264 RFDGALNVDLTEFQTHLYPYPR.I
17550559 1756.9863 2 265 280 RIHFPLATYAPVISAEK.A
16090099 1610.897 8 @i 336 R.GDVYPKDVNAAIATIK.T
10145708 10155777 A m7 395 KOVNAAATIKT
1754845 175689 21 339 352 KRTIQFYDWCPTGRKY
16230782 1624584 A 383 370 KVGINYOPPTVWPGGOLAK
1395 6857 1396 AY6S X ] 401 R LDHKFDLMYAK R Oxidlation (M)
BBG 4250 BA7 4356 3 395 AD1 KFDLMYAKR
9024208 903 4473 21 395 A1 KFDLMYAKR Oxidlation (M)
10585219 1069 6331 4 395 402 KFDLMYAKR A Oxidlation (M)
2501107 25021792 26 402 422 K RAFVHWY\VGEGMEEGEFSEAR E Oxidlation (M)
23450059 2346 0066 3 403 422 R AFVHWYVGEGNMEEGEFSEAR E Oxidlation (M)
31163957 3117 3504 5 423 440 R EDLAALEKDYEEVGVDSVEAEAEEGEEY -



Spot 344 {20070719-D8) Tubala
MS+MS/MS

Calculated Observed +~ppm start end Sequence lon Scare C.1.% Maodification
1015.5782 1015.5765 -2 327 336 DVNAAIATIK
1396693 13966952 2 91 401 LDHKFDLMYAK Oxidation (M)
107739 1107773 2 85 96 QLFHPEQLITGK
107739 1107773 2 B85 96 QLFHPEQLITGK B2 100
1457 BBBS 1457 8756 5 230 243 UGAIVESITASLR
1552.7941 15527986 3 31 402 LDHKFDLM Y AKR Oxidation (M)
1552.7941 15527986 3 31 402 LDHKFDLM Y AKR 4 47 118 Oxidation (M)
1701.9058  1701.9078 1 B5 79 AVFVDLEPTYIDEYR
1701.9058  1701.9078 1 B5 79 AVFVDLEPTYIDEYR 45 99.996
1718.8821 1718.8857 2 216 229 NLDIERPTYTHLMR
1718.8821 1718.8857 2 216 229 NLDIERPTYTHLMR 24 59.486
1756.9633 1766.964 [u] 266 2680 IHFPLATYAPWISAEK
1756.9633 1766.964 [u] 266 2680 IHFPLATYAPWISAEK 133 100
1824.9854 18249844 -1 353 370 VGINYQPPTWWPGGDLAK 47 59.998
1824.9854 18249844 -1 353 370 VGINYQPPTWWPGGOLAK
2007.8929 20078955 1 a1 B0 TIGGGDDSFNTFFSETGAGK 130 100
2007.8929 20078955 1 a1 B0 TIGGGDDSFNTFFSETGAGK
2346.0132  2346.0085 -2 403 422 APVHWYWGEGMEEGEFSEAR Oxidation (M)
2409.2085 2408.209 a 244 264 FDGALNYDLTEFQTNLYPYPR
2415.2051 2415.207 1 85 105 QLFHPEQLITGKEDAANNYAR 63 100
2415.2051 2415.207 1 a5 105 QLFHPEQLITGKEDAANNYAR
24371741 2497 1648 -4 41 64 TIGGGDDSFNTFFSETGAGKHYPR
Spot 344 20070719-D8) Tubala
PMF/MALDI
Calculated Observed  +-ppm start end Sequence lon Score C.1.% Modification
2006.8855 2007896 1 a1 B0 K TIGGGDDSFNTFFSETGAGK. H
2496167 2497 1626 -5 a1 B4 K TIGGGDDSFNTFFSETGAGKHWPR A
1700.8985 17019103 3 ] 79 R.AVFYDLEPTWIDEYR.T
1409.7667 14107761 3 85 96 R.QLFHPEQUITGK E
24141978 2415.2051 a a5 105 R.QLFHPEQUITGKEDAANNYAR.G
1022.4417  1023.4598 11 =r 105 K EDAANNYAR G
908, 4967 909.5095 B 157 164 R.LEVDYGKK. S
1873.9758 1874.9896 3 215 229 R.RMNLDIERPTYTNLMNR.L
1717.8747  1718.8855 2 218 229 R.MLDIERPTYTHLMR. L
1456.8613 1457876 5 230 243 R.LUGQIVSSITASLR.F
2408.2012  2409.2073 -1 244 264 R.FDGALNVDLTEFQTNLYPYPR.I
1785.95589  1756.9663 2 285 280 R.IHFPLATYAPYISAEK A
1609.9039 1610.897 -9 321 336 R.GDVVPKDVMAAIATIK.T
1014.5709 101558777 -1 327 336 K DWVNAAIATIK.T
1754845 1755.89 21 339 352 K RTIQFYDWCPTGRK Y
1823.9782 1624.984 -1 353 370 KAWVGINY QPPTVWPGGOLAK W
1395.6857  1396.6965 3 31 401 R.LDHKFDLMYAK R Oxidation (M)
8864259 B87 4356 3 395 A01 K FDLMYAK R
902 4208 903 4473 21 395 A01 K FDLMYAK R Oxidation (M)
1056.6219  1059.5331 4 395 402 K FDLMYAKR A Oxidation (M)
0501107 25021792 B 402 422 1K RAFVHWYVGEGMEEGEFSEAR E Oxidation (M)
23450059 2345 0055 3 403 422 R AFVHWYVGEGMEEGEFSEAR.E Oxidation ()
Spot 344 (20070719-D8) Tubalh
MS+MS/MS
Calculated Obgerved| +-ppm start end Seguence lon Score C.1.% Modification
1015.5782 10155765 -2 327 336 DVNAAIATIK
1396693 13966952 2 91 401 LOHKFDLMYAK Oxidation (M)
14107739 14107773 2 85 96 QLFHPEQLITGK
14107739 14107773 2 85 96 QLFHPEQLITGK B2 100
1552.7941 1562.7986 3 91 402 LDHKFDLM Y AKR Oxidation (M)
1552.7941 1552.7986 3 91 402 LDHKFDLMYAKR 4 47118 Oxidation (M)
1701.9088  1701.8078 1 (53 79 AVFVDLEPTYIDEVR
1701.9088  1701.8078 1 (53 79 AVFVDLEPTYIDEVR 45 99.995
17188821 1718.8857 2 216 229 NLDIERPTYTNLMR
1718.8821 1718.8857 2 216 229 NLDIERPTYTHLMR 24 99.486
174008527 17408761 13 339 352 RSIGFVDWCPTGFK Carbaridornethyl (C)
1756.9633 1756.964 u] 265 280 IHFPLATYAPYISAEK
1756.9633 1756.964 u] 265 280 IHFPLATYAPYISAEK 133 100
1824.9854 168249844 -1 353 370 VGINYQPPTWVWPGGOLAK 47 99.998
1824.9854 18249844 -1 363 370 VGINYQPPTWWPGGDLAK
2007.8929 2007 8955 1 M B0 TIGGGDDSFNTFFSETGAGK 130 100
2007.8928 2007 8955 1 4 B0 TIGGGDDSFNTFFSETGAGK
2346.0132  2346.0085 -2 403 422 APVHWYWGEGMEEGEFSEAR Oxidation (W)
2409.2085 2408.209 [u] 244 264 FDGALNYDLTEFQTNLYPYFR
2415.2051 2415.207 1 85 105 QLFHPEQLITGKEDAANNYAR 63 100
2415.2051 2415207 1 85 105 QLFHPEQLITGKEDAANNYAR
2497 1741 2497 16458 -4 a1 64 TIGGGDDSFNTFFSETGAGKHWPR
Spot 344 (20070719-D8) Tubalb
PMF/MAL DI
Calculated Observed|  +-ppm start end Sequence lon Score C.1% Modification
2006.8855 2007 896 1 a4 B0 K TIGGGDDSFNTFFSETGAGK. H
2496167 2497 1626 -5 a1 B4 K TIGGGDDSFNTFFSETGAGKHWPR A
17008985  1701.9103 3 b5 79 R AVFVDLEFPTYIDEVR.T
1409.7667 14107761 3 85 96 R.QLFHPEQUTGK.E
24141976 2415.2051 a 85 105 R.QLFHPEQUTGKEDAANNYAR.G
1022.4417 10234598 11 a7 105 K.EDAAMNYAR. G
908 4367 909.5095 g 157 164 RLSVDYGKK.S
1873.9758 1874.9896 3 215 229 R.RMNLDIERPTYTNLMNR.L
1717.6747  1718.8855 2 218 229 R.MLDIERPTYTHLMR.L
2408.2012 2409.2073 -1 244 264 R.FDGALNVDLTEF QTHNLYPYPR.I
1785.95589  1756.9663 2 285 280 R.IHFPLATYAPVISAEK A
1609.9039 1610.897 -9 321 336 R.GDVVPKDVMAAIATIKT
1014.5709  1015.5777 -1 327 336 K DVNAAIATIK.T
1740.8294  1741.8292 -4 339 352 K REIQFVDWCPTGFK W
1823.9782 1624 964 -1 383 370 K VGINY QPPTYWPGGOLAK W
1395.6857  1396.6965 3 31 401 R.LDHKFDLMYAK R Oxidation (M)
8864259 B87 4356 3 395 A01 K FDLMYAK R
902 4208 903 4473 21 395 A01 K FDLMYAK R Oxidation (M)
1056.5219  1059.5331 4 395 402 K FDLMYAKR A Oxidation (M)
2601107 25021792 26 402 422 K RAFVHWYWGEGMEEGEFSEAR.E Oxidation (M)
2345.0058 2346.0068 -3 403 422 R AFYHWYYGEGMEEGEFSEAR.E Oxidation (M)



Spot 344 {20070719-D8) Tubalc

MS+MS/MS
Calculated Observed +-pprr start end Sequence lon Scare C.1.% Maodification
1015.5782  1015.5765 -2 327 336 DVNAAIATIK
1396693 13966952 2 91 401 LDHKFDLMYAK Oxidation (M)
107739 1107773 2 B85 96 QLFHPEQLITGK
107739 1107773 2 B85 96 QLFHPEQLITGK B2 100
1552.7941 15527986 3 31 402 LDHKFDLM Y AKR Oxidation (M)
1552.7941 15527986 3 31 402 LDHKFDLM Y AKR 4 47 118 Oxidation (M)
1701.9058  1701.9078 1 B5 79 AVFVDLEPTYIDEYR
1701.9068  1701.8078 1 ES 79 AVFVDLEPTYIDEVR 45 59.996
1718.8821 1718.8857 2 216 229 NLDIERPTYTHLMR
1716.8821 1718.8857 2 216 229 NLDIERPTYTHNLMR 24 59.486
1756.9633 1766.964 [u] 266 2680 IHFPLATYAPWISAEK
1756.9633 1756.964 [u] 265 280 IHFPLATYAPWISAEK 133 100
2007.8929 2007 8955 1 a4 B0 TIGGGDDSFNTFFSETGAGK 130 100
2007.8929 20078955 1 a1 B0 TIGGGDDSFNTFFSETGAGK
2346.0132  2346.0085 -2 403 422 APVHWYWGEGMEEGEFSEAR Oxidation (M)
2409.2085 2408.209 a 244 264 FDGALNYDLTEFQTNLYPYPR
2415.2051 2415.207 1 a5 105 QLFHPEQLITGKEDAANNYAR B3 100
2415.2051 2415.207 1 a5 105 QLFHPEQLITGKEDAANNYAR
24971741 2497 1648 -4 41 B4 TIGGGDDSFNTFFSETGAGKHYPR
2780.3018 2780312 4 281 304 AYHEGLTYAEITNACFEPANQRYE Carbamidomethyl (C); Oxidation (M)
Spot 344 {20070719.D8) Tubalc
PMF/MALDI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
2006.8855 2007896 1 a1 B0 K TIGGGDDSFNTFFSETGAGK. H
2496167 2497 1626 -5 a1 B4 K TIGGGDDSFNTFFSETGAGKHWPR A
1700.8985 17019103 3 ] 79 R.AVFYDLEPTWIDEYR.T
1409.7667 14107761 3 85 96 R.QLFHPEQUITGK E
24141978 2415.2051 a a5 105 R.QLFHPEQUTGKEDAANNYAR.G
1022.4417 10234598 11 97 105 K EDAAMNYAR.G
908, 4967 909.5095 B 157 164 R.LEVDYGKK. S
1873.9758 1874.9896 3 215 229 R.RMNLDIERPTYTNLMNR.L
1717.8747  1718.8855 2 218 229 R.MLDIERPTYTHLMR. L
2408.2012  2409.2073 -1 244 2684 R.FDGALNVDLTEFQTHNLYPYPR.I
1785.95589  1756.9663 2 285 280 R.IHFPLATYAPYISAEK A
1609.9039 1610.897 -9 321 336 R.GDVVPKDVMAAIATIK.T
1014.5709 101558777 -1 327 336 K DWVNAAIATIK.T
1754845 1755.89 21 339 352 K RTIQFVDWCPTGFK Y
1851.9843 1852 9657 -14 353 370 KWVGINYQPPTVWPGGOLAR Y
1395.6857  1396.6965 3 31 401 R.LDHKFDLMYAK R Oxidation (M)
8864259 B87 4356 3 395 A01 K FDLMYAK R
902 4208 903 4473 21 395 A01 K FDLMYAK R Oxidation (M)
1056.6219  1059.5331 4 395 402 K FDLMYAKR A Oxidation (M)
2601107 25021792 26 402 422 K RAFVHWYWGEGMEEGEFSEAR.E Oxidation (M)
23450058 2346.0065 -3 403 422 R AFYHWYYGEGMEEGEFSEAR.E Oxidation (W)
Spot 344 20070719-D8) Tubad
MS+MS/MS
Calculated Observed|  +-ppm start end Sequence lon Score C.1% Muodification
1396693 13966952 2 391 401 LDHKFDLMY Ak Oxidation (W)
14107739 141107773 2 85 96 QLFHPEQLITGK
14107739 14107773 2 85 96 QLFHPEQLITGK B2 100
1552.7941 15562.7966 3 391 402 | DHKFDLMY AKR Oxidation (M)
1552.7941 15527906 3 39 402 LDHKFDLMYAKR 4 51.931 Oxidation (M)
1667.8571 16678923 21 ] 79 AVMVDLEPTWYDEWR Oxidation (M)
1687.8571 16878323 21 BS 79 AVMVDLEPTWWDEWR 103 100 | Oxidation (M)
1718.8821 1718.8857 2 218 229 NLDIERPTYTNLMR
1718.8821 1718.8857 2 218 229 NLDIERPTYTNLMR 24 99.532
1824.9854 18249844 -1 363 370 VGINYQPPTYWWPGGDLAK 47 99.998
1824.9854 1824.9844 -1 363 370 VGINYQPPTWWPGGDLAK
1894.6318 18949236 48 312 326 YMACCMLYRGDYWPK 2 Carbamidomethyl (C); 2 Oxidation (M)
2346.0132  2346.0085 -2 403 422 AFVHWYYGEGMEEGEFSEAR Oxidation (M)
2409.2085 2409.209 u] 244 264 FDGALNYDLTEFQTNLYPYPR
2415.2051 2415207 1 B85 105 QLFHPEQLITGKEDAANNYAR B3 100
24156.2051 2415207 1 B85 1056 QLFHPEQLITGKEDAANNYAR



Spot 350 (D7 20080606) — mixture of: Cytosol aminopeptidase
(Leucine aminopeptidase 3) (Lap3) and Pre-mRNA-processing factor 19
(Nuclear matrix protein SNEV [Mus musculus]) (Prpf19)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 5166] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 673
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Mass (m/z)
Spot 350 Z0080606-D7) Lap3
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Score C.1.% Modification
20258916 2026.9033 2 44 B1 K. DKDDDVPQOFTSAGENFMKLL
2082.9355 2083.95 3 108 122 R.SAGYDDAENWHEGKENIR. A
1231.8673 12326754 1 189 200 K. GYLFASGQNLAR.Q
1635.7232 1B36.7472 10 201 214 R.ALMESPANEMTPTR.F 2 Oxidation (M)
2085.0088 2085.97 =22 236 253 R TKEWIEEQEMGSFLEWAK. G Oxidation (M)
3084.5444  3085.5066 -15 254 282 K. GSEEPPYFLEHYTGSPNATEAPLYFYGK.G
1193.6292 11946326 -3 283 294 K GITFDSGGISIK A
27162336 2716.3545 42 295 321 K ASANMODLMRADMG GAATIC SAINVSAAK L 2 Ouidation (M)
1663.63168  1664.8372 -1 416 431 K LFEASVYETGDRYWR. M
120656468 12095873 13 432 440 R.MPLFEHYTR.Q Oxidation (W)
1003.6066  1004.6144 1 506 513 RTLIEFLLR.F
Spot 350 20080606.D7) Prpf19
PMF/MAL DI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
2046.9833 20479907 [u] 77 93 K ALQDEWDAVYMLHEFTLR.Q Oxidation (M)
1373.7514 13747621 2 176 1687 K LQDKATVLTTER. K
0894869 690.4869 -8 180 187 KATYLTTER. K
1781.9774 17829348 g 191 206 R.GKTVPEELYKPEELSK.Y
1596861 158978788 7 193 2068 K. TVPEELVWKPEELSK.Y
1916.0255 1917.031 -1 193 208 K TVPEELWKPEELEKYR.Q
26814.3755 26154202 14 266 289 K WTEVYFHPSQELYF SASPDATIR.]
2486.2808 2487.282 -2 267 289 K VTEWVYFHPSQELYFSASPDATIR.I
956 5236 959 5261 -3 376 382 K WDLKER.T
1319.6721 13206798 u] 429 439 K TLALDMNMNFEVIC S
10124648 1013.4598 -12 489 497 K FIASTGMDR.S Oxidation (M)



Spot 351 (D10 20080606) - Protein disulfide isomerase (P4hb, Pdia1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 1834.9, 9095] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 351 {20080606-D10) P4hh, Pdial
PMF/MAL DI
Calculated Observed| +-ppm start end Sequence lon Score C.1.% Modification
0961.4596 062.4579 -10 B0 B7 K.ALAPEYAK.A
1001.8505 10025565 -1 72 80 K.LKAEGSEIR.L
20920436 2093.0452 -3 81 99 R.LAKVDATEESDLAGQYGYR.G
1779.6275  1780.8313 -2 84 59 K. VDATEESDLAQQYGVR.G
14B5.6797 14866812 -4 109 122 K. NGDTASPKEYTAGR.E
2649267 2B50.292 7 109 132 K. NGDTASPKEY TAGREADDIVINWLE, K
1878.9112  1879.9142 -2 17 132 K.EYTAGREADDIMNYLE. K
1201.5979 1202.5974 B 123 132 R.EADDIVNWLK. K
1485.7939  1486.7657 24 123 134 R.EADDIVNWLKKR.T
2984 4866 2885.5154 7 135 164 R.TGPAATTLEDTAAAESLYDSSEVTYIGFFK.D
14237711 14247763 0 198 209 K. YOLDKDGYYLFK K
1551.8661  1552.8717 -1 198 210 K.Y OLDKDGYYLFKICF
1B54.7587  1655.7634 -2 211 224 K. FDEGRNNFEGEITK.E
1911.68962  1912.9025 -1 211 226 K. FDEGRNNFEGEITKEK L
1964.0367  1965.0376 -3 233 249 K HNOLPLYVIEFTEQTAPK.|
1458.6991  1459.6934 ] 266 278 K. SVEDYDGKLSMFK. K
1586.794  1587.8044 2 266 279 K. SVEDYDGKLSNFKILA
1832.9057 18339083 3 288 302 K.ILFIFIDSDHTDNGR.|
965.5506  966.5621 -4 303 310 R.ILEFFGLK K
1221.6162 12226202 3 319 326 R.LITLEEEMTI.Y Oxidation (M)
26122778 2613.325 15 319 340 R.LITLEEEMTKYKPESDELTAEK | Oxidation (M)
1408.6722 14096625 12 329 340 K. YKPESDELTAEK.I
24332362 2434.2493 3 353 372 KIKPHLMSQELPEDWDKGPWIK Y Qxidation (M)
172280826 1723.8061 -2 373 367 KVLYGKNFEEVAFDEK. K
18509778 1852.0033 10 373 388 KWVLVGKNFEEVAFDEKK.N
1226.5455 1227 5547 2 378 387 K.NFEEVAFDEK.K
1354.6405 13556454 -2 378 386 K.NFEEVAFDEKK.N
1728.9046  1729.9036 5 412 426 K.LGETYKDHENIVIAK, M
22020991 2203.1057 ] 427 446 K. MDSTANEVEAVIKYHSFPTLK.F
2218084 22191016 ] 427 446 K. MDSTANEVEAVIKVHSFPTLK.F Oxidation (M)
509.4345  910.4419 0 447 454 K. FFPASADR.T
1956.933  1957.9414 1 447 483 K. FFPASADRTVIDYNGER.T
1085.5091  10B6.5128 -3 455 463 R.TVIDYNGER.T



Spot 352 (B5 20080606) - COP9 signalosome complex subunit 4 (Cops4)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 58128] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 352 (20080606-B3) Copsd
MS+MS/MS
Calculated Observed| +-ppm start end Seguence lon Score C.1.% Modification
5344465 6344577 13 201 207 FIEAAGQR
9625417 9625405 -1 200 207 KFIEAAQR
1121.5619  1121.5663 4 338 347 IASGMITEGR Oxidation (M)
12065961 12065956 [u] 291 302 ATTADGSSILOR
1239.6401 1239.6414 1 245 254 MLATLFKDER Oxidation (M)
1281.7161 1281.6975 -15 303 314 AVIEHMLLEASK
1377.7372 1377 7427 4 96 107 VISFEEQwASIR
1377.7372 1377 7427 4 9 107 VISFEEQWASIR 12 93.582
20239607 20239435 -8 154 170 LYLEDDDPYOQAEAYINR
20239607 20239435 -8 154 170 LYLEDDDPYOQAEAYINR 21 99.185
30304771 30304241 -17 276 302 GMOLOEFAAMLMPHORATTADGSSILDR
Spot 352 20080606-85) Copsd
PMF/MALDI
Calculated Observed +-ppm start end Sequence lon Score C.1 % Madification
137673 13777421 4 9 107 RVISFEEQWASIR.Q
20229534 20239425 -9 154 170 R.LYLEDDDPYOQAEAYIMR. A
8204555 621.459 -5 194 199 RVLDYRR. K
961.6345 9625381 -4 200 207 R.KFIEAAQR. Y
533.4395 B34.4591 15 201 207 K FIEAAQR.Y
123686329 12396395 [u] 245 254 R.MLATLFKDER.C Oxidation (W)
2224 1609 22251296 -17 272 290 R.IRGMALAEFAAMLIWMIPHGK. A
3029.4693 30304172 -20 275 302 R.GMALQEFAAMLMPHOKATTADGSSILDR. A
1205.586868  1206.5944 -1 291 302 KATTADGSSILDR.A
1260.7086 12817002 -12 303 314 RAVIEHNLLEASK.L
1120.5546 11215657 3 338 347 KIASQOMITEGR.M Oxidation (M)
1920.9571 1991.9879 12 348 364 R.MNGFIDQIDGMNWHFETR.E



Spot 356 (B15 20080606) - Splicing factor 3a, subunit 1 (Sf3a1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 61229] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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Mass (m/z)
Spot 356 20080606-B15) Sf3al
PMF/MALDI
Calculated  Observed +ippm __ start ond Sequence lon Score C.1 % Madification
13107197 1320 7345 B 51 B2 R NWDKTASE VAR N
9184195 9194335 7 63 70 R NGPEFEAR |
13206996 1325 6404 43 103 115 K EGKAQEPSAAIPK v
19269502 1927 9678 1 116 131 K VMQOQQARAATARALPAK V Oxidation (M)
o04513 905519 ] 169 176 K LTAGFVAR N
6794702 0004564 43 211 217 KLVEQYTK.I
8453476 847.3373 21 423 428 K MQEHMR.| Oxidation (M)
1508793 15078052 3 4n2 485 R.TDIFGVEETAIGKK |
14277143 14287322 7 4 457 K. IGEEEIQKPEEK.
8415021 8425126 4 E99 708 R NKGPVSIK Y
11285441 1127 5368 -1 742 752 K. IHEATGMPAGK.Q



Spot 360 (E3 20070719) — Proteasome subunit alpha type 6 (Psma6)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 7496] , <<E15_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 88
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Mass (m/z)
Spot 360 20070719-E3) Psmab
MS+MS/MS
Calculated Observed| +-ppm start end Sequence lon Score C.1 % Muodification
B881.4151 B81.4256 12 96 102 Y EAANWWIC
1108.6535  1108.5562 2 94 102 ARYEAANYWK
1108.5535  1108.5562 2 94 102 ARYEAANYWK
1156611 1156.6102 -1 12 21 HITFSPEGR
1160.5986  1160.5961 [u] 22 30 LYQWEYAFK
11605986 1160.5961 0 22 30 LYQWVEYAFK 44 99.996
12857223 1285.726 3 31 43 AINQGGLTSWAVR 10 90.066
1285.7223 1285.726 3 31 43 AINGGGLTSVAVR
17687.9122 1767 9266 8 153 181 ATAAGYKUTESTEFLEK
1794.8441 1794.8049 -22 103 1168 YKYGYEIPYDMLCK Carbamidomethyl (C); Oxidation (M)
1933.9514  1933.9553 2 4 21 GSSAGFDRHITIFSPEGR
Spot 360 (20070719.E3) Psmab
PMF/MAL DI
Calculated Qbserved|  +-ppm start end Sequence lon Score C.1.% Modification
1932.9442 19339255 -13 4 21 R.GESAGFDRHITIFSPEGR.L
116856037 11566105 0 12 21 RHITIFSPEGR.L
1159.5913 11606 1 22 30 RLYQAVEYAFK.A
1284715 12857262 3 31 43 K AINGGGLTEVAVR.G
1107 5461 1108.5562 3 94 102 RARYEAANMKLY
880.4079 881.4215 7 96 102 R.VEAANYWWICY
1766.905 1767 9244 7 165 181 K ATAAGWKOTESTSFLEK K
1166.5612  1169.5929 21 172 181 K. OTESTSFLEK K



Spot 375 (A8 20080606) — mixture of: Ras-related protein Rab-2A (Rab2a)

and Protein DJ-1 (Park7, Cap1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 58207] , <<A1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 21
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799.0 1341.6 1884.2 2426.8 2969.4 3512.0
Mass (m/z)
Spot 375 20080606-A8) Rab2a
MS+MS/MS
Calculated Observed| +-ppm start end Sequence lon Score C.1 % Muodification
1036.5057  1036.5148 9 131 139 KEEGEAFAR
1036.6057  1036.5148 9 131 139 KEEGEAFAR
10456425 10455641 21 70 77 SITRSYYR
11356357 11356366 1 El 19 YIGDTGVGK 51 59.999
11356357 11356366 1 El 19 YIGDTGVGK
1319.7317 13197263 -3 76 90 GAAGALLWYDITR 13 9486
1319.7317 13197263 -3 76 90 GAAGALLWYDITR
1376.6671 13786672 [u] 140 151 EHGLIFMETSAK Oxidation (M)
13786671 13786672 0 140 151 EHGLIFMETSAK Oxidation ()
14347434 1434742 2 182 1B5 TASNVEEAFINTAK % 9874
14347434 14347452 2 182 1BS TASNVEEAFINTAK
1580.7598 1550.7543 -4 &7 B9 LQWYDTAGUESFR
1760.8813  1760.8767 -3 171 186 IQEGWYFDINMNEANGIK
2157.071 2157.0881 -6 152 170 TASNYEEAFINTAKEIVEK
Spot 375 20080606-A8) Rab2a
PMF/MALDI
Calculated Observed| +-ppm start end Sequence lon Score C.1 % Muodification
11346286 11356338 -2 9 19 K YNGDTGYGK. S
1380.7071 1381.6903 -17 20 30 K SCLLLAFTOKR.F
1648.7526  1860.7616 1 a7 B9 K LAMDTAGQESFR. S
1044 5352 1045.567 23 70 77 R.SITRSYYR.G
13168.7245 13197276 -3 76 90 R.GAAGALLVYDITR.R
1717.806 17188014 7 92 105 R.DTFNHLTTWLEDAR.C1
1700833 TP0LA1S 14 106 120 R.GHSNSNMVIMLIGNK.S Oxidation ()
13317045 13027074 3 128 133 REVKKEEGEAFARE
10354385 1036.5020 4 131 133 KKEEGEAFARE
1377.6898  1378.BE77 [u] 140 151 R.EHGUFMETSAK.T Oxidation (M)
1493.7362 14947491 4 182 165 K. TASNYEEAFINTAK.E
2186.0637  2157.0898 5 182 170 K. TASNYEEAFINTAKEIYEK |
Spot 375 20080606-A8) Park?, Cap1
MS+MS/MS
Calculated Observed| +-ppm start end Sequence lon Score C.1 % Muodification
852 4937 B52 4966 3 123 130 WTSHPLAK
574 4992 6748023 4 149 166 DGLILTSR
12307052 1230.7036 -1 146 166 VEKDGLILTSR
12307052 1230.7036 -1 146 156 VEKDGLILTSR 28 99.626
1721.8085 1721.797 7 13 27 GAEEMETYIPWDIMR 2 Ouidation (M)
18773085 16779126 z 13 28 GAEEMETVIFVDIMRR 2 Ouidation (M)



Spot 379 (D5 20080606) — mixture of: Platelet-activating factor acetylhydrolase 1B
subunit beta (Pafah1b2) and Isoamyl acetate-hydrolyzing esterase 1 homolog
(lah1)

SUB (4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 66581] , <<C1_MS_1>> 4700 Reflector Spec #1 MC=>BC=>MC[BP = 882.6, 67
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Mass (m/z)
Spot 379 (20080606-D5) Pafah1h2
MS+MS/MS
Calculated Observed +-ppm start end Seguence lon Score C.1.% Maodification
910.5104 910.5142 4 143 150 GEKPNPLR 28 99.824
910.5104 910.5142 4 143 150 GEKPNPLR
993.6818 993.682 a 134 142 IMLGLLPR
993.6818 993.682 a 134 142 IMLGLLPR 26 99.656
1027 6259 1027 6255 a 153 161 MAKWNALLK 16 95.599
1027 6259 1027 6255 a 153 161 MAKWNALLK
1141.6211 1141.62658 5 a7 96 NGELENIKPK
2045045 20450251 -10 &1 79 ELFEPLHALMFGIGGDTT
Spot 379 {20080606_D5) lah1
MS+MS/MS
Calculated Observed +-ppm start end Seguence lon Score C.1.% Maodification
S901.4162 901.4185 3 53 B0 GFSGYNTR
S901.4162 901.4185 3 53 B0 GFSGYNTR
S904. 4669 904.4306 -40 46 52 KCDWLNR Carbamidomethyl (C)
940.4556 9404541 -2 113 119 DWMYQYLR Oxidation (M)
9435206 943.5217 1 120 127 SVDIFKER 16 97.003
8435206 843.5217 1 120 127 SVDIFKER
9583.6931 993,662 -1 B4 71 ILFRIR
9583.6931 993,662 -1 B4 71 ILFRIR
10683.5782  1063.5775 -1 185 164 LNWAVGEYAK
1063.5782  1063.5775 -1 185 164 LNWAVGEYAK 21 598.992
1784.8401 1794.8553 =1 172 186 DCGTDWLDLWTLM QI Carbamidomethyl (C)



Spot 381 (D24 20070719) — Pyruvate dehydrogenase E1 component subunit beta,
mitochondrial precursor (Pdhb)

4700 Reflector Spec #1 MC=>BC=>MC[BP = 842.5, 3818]
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Mass (m/z)

Spot 381 (20070719-D24) Pdhb
MS+MS/MS
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification

9025345 9025361 220 227 DFLIPIGK 23 99.283
9025345 9025361 220 227 DFLIPIGK

9475923 947 5994 348 355 DIFAIKK

1231.5953 1231.598 174 184 WWSPWNSEDAK

1255.6892 1255.697 337 347 ILEDNSIPQWI

1255.6892 1255.697 337 347 ILEDNSIPQWI

Mo = =M A AW m R
w
R
i)

1264 6241 1264 6195 336 VTGADWPMPYAK 18 97.254 Oxidation (M)
1264 6241 1264 6195 325 336 VTGADWPMPYAK
1763.8785  1763.8813 309 324 IMEGPAFNFLDAPAVR 42 99.991 Oxidation (M)
1763.8785  1763.8813 309 324 IMEGPAFNFLDAPAVR
1801.9006  1801.9031 53 B8 VFLLGEEVAQYDGAYK 17 96.744
1801.9006  1801.8031 63 B8 VFLLGEEVAQYDGAYK
1835 9241 1835.9332 270 286 TIRPMDIEAIEASWVIMK 2 Ouidation (M)
1835 9241 1835.9332 270 286 TIRPMDIEAIEASVIMK 11 B6.675 2 Ouxidation ()
Spot 381 20070719-D24) Pdhb
PMF/MALDI
Calculated Obgerved| +-ppm start end Sequence lon Score C.1.% Modification
1800.8934  1801.8899 -6 83 B8 KWVFLLGEEVAQYDGAY K.Y
1856.9495  1857.8979 -32 130 145 K. TYYMSAGLOPYPIVFR.G Oxidation (M)
1230.5881 1231.8948 [u] 174 184 KAWSPWHNEEDAK. G
901.5273 902.536 2 220 227 K. DFLIPIGK. A
13316391 13326377 7 259 269 W EGIECEVINLR.T
18349168 18359204 -2 270 285 R.TIRPMDIEAIEASYIMK. T 2 Oxidation (M)
1746.8763 1747 8643 -11 309 324 RIMEGPAFNFLDAPAWR W
1762.8712  1763.8721 -4 309 324 RIMEGPAFNFLDAPAWR W Oxidation (M)
12636169 12646163 -6 326 336 RAVTGADWPMPYAK | Oxidation (W)

12546819 12556919 2 337 347 KILEDNSIPQWK.D
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