Gene symbol: EG665646

Protein name: similar to Heterogeneous nuclear ribonucleoprotein Al (Helix-destabilizing protein)
(Single-strand binding protein) (hnRNP core protein Al) (HDP-1) (Topoisomerase-inhibitor
suppressed) isoform 2

Protein accession numbers: 1P100224251,1P100553777,1P100753579,IP100753723,1P100817004
Peptide sequence: (R)GFAFVTFDDHDSVDK(I)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.2 SEQUEST DCn score: 0.51

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 850.386

Actual minus calculated peptide mass (AMU): 0.003662
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Gene symbol: EG667682;Rpl31;LOC676592

Protein name: 60S ribosomal protein L31

Protein accession numbers: 1P100123007,1P100126910,1P100676466,IP100677102,1P100753412
Peptide sequence: (K)LYTLVTYVPVTTFK(N)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.13 SEQUEST DCn score: 0.642

Fix modifications: None



Variable modifications: None
charge: 2 Observed m/z: 822.9641
Actual minus calculated peptide mass (AMU): -0.005005
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Gene symbol: EG667847;LOC676775

Protein name: similar to 40S ribosomal protein S2 isoform 2
Protein accession numbers: IP100752723,1P100753940

Peptide sequence: (K)TYSYLTPDLWK(E)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.38 SEQUEST DChn score: 0.702
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 693.8522
Actual minus calculated peptide mass (AMU): 0.0019551
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Gene symbol: EG668182;L0C675192;L0C672281

Protein name: similar to 60S ribosomal protein L13

Protein accession numbers:
IP100134097,1P100224505,IP100621028,1P100625838,I1P100653474,1P100761637
Peptide sequence: (R)VDTWFNQPAR(K)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.05 SEQUEST DCn score: 0.501

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 617.3032

Actual minus calculated peptide mass (AMU): -0.0031752
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Gene symbol: Eif2s2

Protein name: Eukaryotic translation initiation factor 2 subunit 2
Protein accession numbers: 1P100116302,1P100480398

Peptide sequence: (R)DYTYEELLNR(V)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.2 SEQUEST DCn score: 0.558
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 658.3093
Actual minus calculated peptide mass (AMU): -0.006226
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Gene symbol: Eifdelb
Protein name: 2 cells egg cDNA, RIKEN full-length enriched library, clone:B020005H16
product:weakly similar to Eukaryotic translation initiation factor elF4E-1



Protein accession numbers: 1P100341534

Peptide sequence: (R) AWQDNLQLVTK(F)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.56 SEQUEST DCn score: 0.647
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 658.3536
Actual minus calculated peptide mass (AMU): -0.001831
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Gene symbol: Eif4e3

Protein name: Eukaryotic translation initiation factor 4E type 3

Protein accession numbers: 1IP100319027

Peptide sequence: (R)SLPGATAAECASNLK(K)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.28 SEQUEST DCn score: 0.583

Fix modifications: C10: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 745.371

Actual minus calculated peptide mass (AMU): 0.002075
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Gene symbol: Eif4h

Protein name: Isoform Long of Eukaryotic translation initiation factor 4H

Protein accession numbers: 1P100124742,1P100222560
Peptide sequence: (R)TVATPLNQVANPNSAIFGGAR(P)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.62
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 1049.5596
Actual minus calculated peptide mass (AMU): 0.006836

y10

SEQUEST DCn score: 0.644

100%

T ——y —p T —F ——L ——H
R A -6 16 —F—t——FA+5—+—N—P

—g — = V—A—N—p ——n —
M=tA=—t—0—t=N =L ——p —=T —p =y =T

2097 09 AN, +32 H [Parent Emoe: -3.7 ppm
— e +a -—R—

50%17

yiT+

ZH

":l I||I f"

¥5
ys 1| B5E v FPF:&TI.

Relative Intensity

o b13 i
| ype

B14-MNH3

15

b16

0%
0 500

1500




B| Blns E+2H B3 | BH2o | am | viens | vean | vas | ovezo | v
1 1021 84.0 T 20981 10496 | 20811 20801 (™M
2 2011 1831 W 19971 999.0 1980.0 | 19791 |20
3 2522 2542 A 1898.0 949.5 1881.0 | 18800 |19
4 ari.z? 355.2 T 18270 914.0 18099 | 18089 |13
g 470.3 452 3 P 17259 863.5 17089 | 17079 |17
6 | 6834Y | 29272 565.3 L 1628.9 8149 1611.8 | 16108 |15
7| DE9¥EY | 3492 680.4 679.4 N 1515.8 758.4 1498.7 | 14978 |13
g | 8255 | M32 808.4 807.4 LB 1401.7 f01.4 1384.7 | 13837 |14
9 | [82450 | 4628 907.5 906.5 W 1273.7 B37.3 12566 | 12557 |13
10 | PO9560 | 44983 9r8.5 a7 7.5 A 11746 h87.8 11576 | 11566 |12
11 | FITOD9I6 555.3 10926 | 1091 6 N 1103.6 5523 1086.5 | 10855 |11
12| 1206.7 603.8 118496 | 11886 P 989.5 495 3 9725 971.5 |10
13 | 132007 | 6609 1303.7 | 13027 N 8925 446.T 875.4 8745 |9
14 | 1407.7 f04.4 1390.7 | 1389.7 5 7ra.4 m|ar T61.4 f60.4 |3
15| 1478.8 ¥399 1461.7 | 1460.8 A 691.4 346.2 6r4a.4 7
16 | FI59178° | OF9647 | 15748 | 15738 | 620.4 nor 603.3 G
17 | IF3829° | 8700 172119 | 17209 F 507.3 490.2 5
18 | IF959 898.5 17789 | 17779 G 360.2 343.2 4
19| 1853.0 927.0 18359 | 18350 G 303.2 286.2 3
20 | 92450 962.5 1907.0 | 1906.0 A 246.2 2291 2
| 20981 10496 | 20811 20801 R 1751 1581 1
Gene symbol: Eif5a
Protein name: Eukaryotic translation initiation factor 5A-1
Protein accession numbers: IP100108125,I1P100648714
Peptide sequence: (K)VHLVGIDIFTGK(K)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.01 SEQUEST DCn score: 0.546
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 649.8741
Actual minus calculated peptide mass (AMU): -0.0070758
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Gene symbol: EImod2
Protein name: ELMO domain-containing protein 2
Protein accession numbers: 1IP100467315

Peptide sequence: (K)QWADIGFQGDDPK(T)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.12
Fix modifications: None
Variable modifications: None

SEQUEST DCn score: 0.473

charge: 2 Observed m/z: 738.8408
Actual minus calculated peptide mass (AMU): -0.002441
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Gene symbol: Eprs

Protein name: Bifunctional aminoacyl-tRNA synthetase

Protein accession numbers: 1P100339916

Peptide sequence: (R)VSETVAFTDVNSILR(Y)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.25 SEQUEST DCn score: 0.621
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 825.9382
Actual minus calculated peptide mass (AMU): -0.001709
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Gene symbol: Etfb

Protein name: Electron transfer flavoprotein subunit beta
Protein accession numbers: 1P100121440

Peptide sequence: (R)GIHVEIPGAQAESLGPLQVAR(V)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.28 SEQUEST DCn score: 0.685
Fix modifications: None



Variable modifications: None
charge: 2 Observed m/z: 1071.5848
Actual minus calculated peptide mass (AMU): -0.005371
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3| 3082 1546 H 19721 986.5 1955.0 1954.1 |19
4 407.2 2041 W 1835.0 918.0 1818.0 1817.0 |13
5 | ES3EEE 2686 5183 E 17359 868.5 1718.9 17179 |17
£ | 649540 3252 631.4 | 1606.9 g04.0 15899 1588.9 |15
T | DFA6ET Ir3T 284 P 1493.8 f47.4 1476.8 1475.8 |15
g | 803 AD2.2 854 G 1396.8 6989 1379.7 1378.7 |14
9 | NEFNISN | 3T 856.5 A 1339.7 6704 13227 13M.7 |13
10 | FIOD205 501.8 935.5 934 5 L} 1268.7 6349 1251.7 1250.F7 |12
11| 10736 | 53 F 3 1056.5 1055.6 A 1140.6 708 11236 11226 |11
12 | 20260 601.8 1185.6 1184.6 E 1069.6 5353 10526 1051.6 |10
13 | F28957 6453 12726 12716 s 940.6 A470.8 9235 9226 |9
14 | FI4025T f01.9 1385.7 1384.7 L 853.5 A27.3 836.5 3
15 | 145908 304 14427 1441.7 G 7404 Iro¥ 7234 7
16| 15568 frgn 1539.8 1538.8 P 683.4 3422 666.4 G
17 | G699 | 8355 16529 | 16519 L R86.4 5603 5
18| 1798.0 899.5 1780.9 1779.9 o 4733 456.3 4
19| 1897.0 949.0 1880.0 1879.0 W 3452 3282 3
20| F196821° | 9845 1951.0 | 19501 A 246.2 2291 2
M| 422 1071.6 M1251 242 R 1751 1581 1

Gene symbol: Fbxo38

Protein name: F-box only protein 38

Protein accession numbers: 1P100341601

Peptide sequence: (R)EVLPVDADEEQAGPSGLQR(V)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.1 SEQUEST DCn score: 0.548
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1005.4883
Actual minus calculated peptide mass (AMU): -0.009399
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1ﬂﬂ% 2008, 55 A, +2 H [Parent Emee: -4.7 ppm
W —+—iL P——W——0 &40 —+IBESLE-E ——0 —+A G HPHS G L—+Q "
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B| Bions | Be2n | Bms | BHzo | ma | wions | wesn | vz | vieo |J
1 1301 1120 E 2010.0 | 10055 19930 | 1992.0

2 2291 21111 W 18809 941.0 18639 | 18629 18
3 34232 32432 L 1781.9 891.4 1764.8 | 17639 |17
4 4393 421.3 P 1668.8 8349 165618 | 16508 |16
5 h38.3 5203 W 1671.7 786.4 156847 | 15537 |15
6 | WE534T 3272 6353 D 14727 736.8 14656 | 14547 |14
7| PF2AEE 362 ¥ f06.4 A 13576 6793 13406 | 13396 |13
a 8394 4202 821.4 D 1286.6 6438 12696 | 12686 |12
a 968.5 4847 9505 E 11716 H86.3 11545 | 11536 |11
10| 1097.5 5493 1079.5 E 10425 521.8 10255 | 10245 |10
11 | (1225067 | 613.3 12085 | 12075 Q M35 457.3 896.5 8955 |49
12| 1296.6 648.8 12796 | 12786 A 785 4 3932 768.4 f674 |3
13| 1353.6 6773 13366 | 13356 G 14.4 367.T 697 4 6964 |7
14 | F14500T 7258 14336 | 14327 P 657 4 3292 640.3 6394 |6
15 | FIG3FT 769.4 15207 | 15197 s h60.3 h43.3 423 |3
16| 1594.7 7979 1677.7 | 1576.7 G 473.3 456.3 4
17| 1707.8 854 4 16908 | 1689.8 L 4116.3 3992 3
13| 18359 9184 18188 | 18179 L& 303.2 286.2 2
19| 2010.0 | 10055 19930 | 1992.0 R 1751 1581 1

Gene symbol: Fdftl

Protein name: Squalene synthetase

Protein accession numbers: 1P100134836,1P100338068

Peptide sequence: (R)TQNLPNCQLISR(S)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.24 SEQUEST DCn score: 0.548

Fix modifications: C7: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 722.3715

Actual minus calculated peptide mass (AMU): -0.0028056
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1“0% 1442 T3 AR, 42 H [Parent Emor: <1.9 ppm
T——0 —p—t——t—F——N ——C+57 —0 L i +—B —t R
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s

Ti 5091

'LE . s iih BT L bS

T b3-HH3 CEETE L yige

: T ylﬁ ?Iﬁ 1 ?|‘-" i

0% . : . . .
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mfz

B| Bions | BeaH BNH3 | BHzo | am | vions ved | vnms | vzo | v
1 1021 84.0 T 1443.7 224 1426.7 | 14257 |12
2 | IE230EN 2131 21121 L&) 13427 671.9 1325.7 | 1324.7 |11
3| 3ga2n 3271 J326.2 N 1214.6 607.8 11976 | 11966 (10
4 | TAS¥I2T 440.2 439.2 L 1100.6 550.8 1083.6 | 10826 |9
5 5543 h37.3 h36.3 P 987.5 494 3 970.5 9695 |3
f 668.3 3347 651.3 650.3 N 890.5 445 F 873.4 8rz24 |7
7 | 828N 47 811.3 8104 |C+57 | FF6 4 3887 594 fag4 |5
a 956.4 4787 939.4 938.4 L& 6164 599 4 984 |5
9 | 0695 5353 1052.5 | 1051.5 L 488.3 471.3 4703 |4
10| 1182.6 591.8 11656 | 1164.6 | 3ra.z? 358.2 372 |3
11 | 12696 635.3 12526 | 12516 5 2621 2451 2441 2
12| 14437 224 1426.7 | 14257 R 1751 1581 1

Gene symbol: Fhl

Protein name: Isoform Mitochondrial of Fumarate hydratase, mitochondrial precursor
Protein accession numbers: 1P100129928,1P100759940

Peptide sequence: (R)IYELAAGGTAVGTGLNTR(I)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.62 SEQUEST DCn score: 0.488

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 882.4662

Actual minus calculated peptide mass (AMU): -0.004761
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B| Blons E+2H BNH3 | BHzo | am | vions vaeoH | wenHs | ovihzo | ﬂ
1] 1141 I | 17639 | 8825 | 17469 | 17459 |15
2 | 277.2 Y | 16509 | 8259 | 1633.8 | 1632.8 |17
3 | p406:20 3882 | E | 1487.8 | 7444 | 14708 | 1469.8 |16
4| 5193 5013 | L | 1358.7 | 6799 | 1341.7 | 1380.7 |15
5 | 5903 5723 | A | 12457 | 6233 | 12286 | 1227.6 |14
6 | NBB14Y | 3312 6434 | A | 11746 | 5878 | 11576 | 11566 |13
7 7004 | G | 11036 | 5523 | 10865 | 10856 |12
5 757.4 | G | 10466 | 5238 | 10295 | 10285 |11
5| 876.5 | 438.7 8584 | T | 8895 | 4953 | 9725 | 9715 |10
10| N947E | 4743 9295 | A | 8885 | 4448 | 8715 | 8705 |9
11| 0965 | 5238 10285 | v | 8175 | 4092 | 8004 | 7994 |&
12 | FI1D3I6) | 1552:30 10856 | ¢ | 7184 | 3597 | 701.4 | 7004 |7
13 | 120436 | 602.8 11866 | T | 6614 | 3312 | 6443 | 6434 |6
14| 1261.6 | 6313 12436 | G | 5603 5433 | 5423 |5
15 | 374 | NGBTIS 13567 | L | 503.3 4863 | 4853 |4
16| 1488.8 | UF44:90 | 1471.7 | 14708 | W |/ 3902 3732 | 3722 |3
17 | 58981 | 7954 | 15728 | 15718 | T | 276.2 2581 | 2582 |z
15| 17639 | 8825 | 17469 | 17458 | R | 1751 158.1 1

Gene symbol: Fisl
Protein name: Mitochondrial fission 1 protein
Protein accession numbers: 1P100132217
Peptide sequence: (R)GIVLLEELLPK(G)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.13 SEQUEST DCn score: 0.493
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 612.3849
Actual minus calculated peptide mass (AMU): 0.0001221
ba
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B| Blons E+2H BaHs | B-Hzo | am | vins | vezn | vanms | vezo |J
1| 58.0 G | 12238 | 6124 | 1206.7 | 12058

2 1714 I | 1166.7 | 5839 | 1149.7 | 1148.7 m
3 | p2Tniz v | 10537 | 527.3 | 1036.6 | 10357 | &

4 | EESEE L | 9546 | 4778 | 9376 | 09366 |&

5 | p4964: L | 8815 | 4213 | 8245 | 8235 |7

E| 6254 | 3132 6074 | E | 7284 | 3647 | 7114 | 7104 |6

7 |pFsa4n | 377.7 7364 | E | 599.4 5824 | 5814 |5

5 | 8BTS | 4343 8495 | L | 4703 4533 4

9 [p@s0E) | 4908 9626 | L | 357.3 340.2 3

10 | IDFET | 539.3 10597 | P | 2842 2271 2

11| 12238 | 6124 | 1206.7 | 12058 | K | 147.1 1301 1

Gene symbol: Fkbpla
Protein name: 14 days pregnant adult female placenta cDNA, RIKEN full-length enriched library,
clone:1530022101 product:FK506 binding protein 1a, full insert sequence
Protein accession numbers: 1IP100653179
Peptide sequence: (R)GWEEGVAQMSVGQR(A)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.05

Fix modifications: None

Variable modifications: M9: Oxidation (+16.00)
charge: 2
Actual minus calculated peptide mass (AMU): 0.0035358

SEQUEST DCn score: 0.679

Observed m/z: 775.3591
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1“0% 1532. 70 AR, 42 H [Parent Emor: 4.5 ppm
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0 250 500 750 1000 1250 1500
miz

B| Blons Be2H | BnHs | B-Hzo | aa | vions | wean | v | vizo v
1 8.0 G 1533.7 f67.4 1516.7 1515.7 |14
2 2441 W 14767 389 1459.7 1458.7 |13
3 3r3.2 3551 E 1290.6 6458 12736 12726 |12
4 | ES02:28 484 2 E 1161.6 5813 1144.5 11436 |11
5 559 2 h41.2 G 1032.5 516.8 1015.5 1014.5 |10
£ | FES83° 3297 6403 W 9755 4883 958.5 9575 |9
7| F290aT 3652 f11.3 A 8764 A38.7 859 4 8584 |3
g | MBS¥AY 4292 840.4 839.4 L} 8054 A03.2 788 4 Fa8r4 |7
9 | a8 AQ4. F 971.4 970.4 M 6F7.3 3392 660.3 6593 |5
10 | (107555 | 53827 | 10584 10574 s 546.3 7293 283 |5
11 | FIIF4S h87.8 1157.5 1156.5 W 459 3 442 2 4
12 | 12315 B616.3 1214.5 1213.5 G 360.2 3432 3
13 | 135906 630.3 13426 1341.6 L} 303.2 286.2 2
14 | 1533.7 f67.4 1516.7 15157 R 1751 1581 1




Gene symbol: Ganab

Protein name: Isoform 2 of Neutral alpha-glucosidase AB precursor
Protein accession numbers: IP100115679

Peptide sequence: (R)LSFQHDPETSVLILR(K)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.71 SEQUEST DCn score: 0.583
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 877.9727

Actual minus calculated peptide mass (AMU): -0.0067152

1“0% '.Ig 175393 AAL, +2 H [Parent Emor: 3.8 ppm
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B| Blons E+2H B | BHzo | A | wions | wed | vawms | vizo | v
1 1141 L 17549 8r8.0 17379 | 17369 |15
z 2011 1831 5 1641.9 821.4 1624.8 | 16239 |14
3 348.2 3302 F 1554.8 Irra 1537.8 | 1536.8 (13
4 476.3 459 2 4582 L& 1407.8 044 1390.7 | 13898 |12
5 | PB13530 307.2 596.3 953 H 1279.7 6404 1262.7 | 1261.7 |11
6 | 28530 I6a¥ 711.3 103 D 1142.6 571.8 11256 | 11246 |10
7| 825 413.2 808.4 807.4 P 1027.6 514.3 1010.6 | 1009.6 |3
a 9544 A7F ¥ 937.4 936.4 E 930.6 465.8 913.5 M26 |3
9 | 1055.5 h28.2 1038.5 | 1037¥.5 T 801.5 401.3 f84.5 f835 |7
10 | FIT42S 571.8 11255 | 11245 s 005 3507 683.5 6825 |6
11| 12416 621.3 12245 | 12236 W 613.4 H96.4 5
12 | (135457 | G778 13376 | 1336.7 L 544 497 4 4
13 | (9678 f34.4 1450.7 | 14497 | 401.3 384.3 3
14 | F1580°8 f90.9 1563.8 | 1562.8 L 288.2 2r1.2 2
15 17549 8r8.0 17379 | 17369 R 1751 1581 1

Gene symbol: Gclm

Protein name: Glutamate--cysteine ligase regulatory subunit
Protein accession numbers: 1P100114329

Peptide sequence: (K)TLNEWSSQISPDLVR(E)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.03 SEQUEST DCn score: 0.484
Fix modifications: None



Variable modifications: None
charge: 2 Observed m/z: 872.949
Actual minus calculated peptide mass (AMU): 0.003052

100% 1743.88 AML, +2 H (Farent Eor. 1.3 ppm
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B| Bions | Be2H | BhHz | BH2o | as | vions | wvezH | vz | vihzo |J
1 1021 84.0 T 17449 8r3.0 17279 | 17269
2 2151 1971 L 1643.8 8224 1626.8 | 16258 14
3 329.2 22 31.2 N 1530.8 7659 1513.7 | 15127 |13
4 | 45820 441.2 440.2 E 1416.7 f08.9 13949.7 | 1398.7 |12
5 | NE44I30 627.3 626.3 w 1287.7 644.3 12706 | 12697 |11
f ¥31.3 J66.2 14.3 f13.3 5 11016 551.3 10846 | 10836 |10
781840 | 4097 801.3 8004 s 1014.6 a07.8 997.5 9966 |9
a 946.4 473.7 9294 928.4 G 927.5 464.3 910.5 9095 | &
5 | 05955 | 5303 10425 | 10415 | 7995 400.2 7824 15 |7
10 | FI14615) | 573.8 11295 | 11285 5 6864 3437 6694 G684 |6
11| F1243061 | 622.3 12266 | 12256 P 599 4 5823 a81.3 |3
12 | 13586° | 6798 13416 | 13406 D 502.3 485.3 1843 |4
13 | F4F10F | F36.4 14547 | 1453.7 L 387.3 3r0.3 3
14 | FIGFOCE 7859 15538 | 15528 v 2ra.2 257.2 2
15| 1744.9 8r3.0 17279 | 17269 R 1751 1581 1

Gene symbol: Gda

Protein name: Guanine deaminase

Protein accession numbers: 1P100469987

Peptide sequence: (R)TPPLALVFR(G)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.02 SEQUEST DCn score: 0.428
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 507.3086
Actual minus calculated peptide mass (AMU): -0.005554
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1na% 1012 50 A, 12 H [Parent Emon: <55 ppm
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B| Blns E+2H B3 | BH2o | am | viens | ovean | vas | ovzo | v
1 1021 84.0 T 1013.6 h07.3 996.6 9956 |9
2 | EEaEm 1811 P 9126 456.8 895.5 g
3 | E20EEE 2782 P 815.5 A08.3 798.5 7
4 | 40930 391.2 L 718.5 3597 7014 g
5 | P4g03s 462.3 A 6054 88 4 5
£ | ES035S 297.2 A7T5.4 L 534.3 MT.3 4
7 | E92ET 3467 Bra.4 W 421.3 4042 3
g 839.5 4203 821.5 F 3222 305.2 2
9| 1013.6 h07.3 996.6 9956 R 1751 1581 1

Gene symbol: Gmppb

Protein name: 2 days neonate thymus thymic cells cDNA, RIKEN full-length enriched library,
clone:E430010H19 product:GDP-MANNOSE PYROPHOSPHORYLASE B homolog

Protein accession numbers: 1P100113992

Peptide sequence: (R)LYSGPGIVGNVLVDPSAR(I)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.56 SEQUEST DCn score: 0.583

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 907.492
Actual minus calculated peptide mass (AMU): -0.005127
10
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B E+2H BaH3 | BHzo | as | vions vaeoH | wenHs | vihzo | ﬂ
1 L | 18140 | 9075 | 1797.0 | 1796.0 |15
2 Y | 17009 | 851.0 | 16839 | 16829 |17
3 3462 | S | 1537.8 | 7694 | 15208 | 1519.8 |15
4 2032 | G | 14508 | 7259 | 14338 | 14328 |15
5 E 5003 | P | 13938 | 697.4 | 1376.8 | 13758 |14
& | 575 7882 5573 | G | 12967 | 6489 | 12797 | 12787 |13
7 | pB8s: 3447 6704 | 1| | 12397 | 6204 | 12227 | 12217 |12
5 | pEBT: 304 2 7694 | v | 11266 | 5638 | 11096 | 11086 |11
5| 8445 |p422W0 8265 | G | 10275 | 5143 | 10105 | 10085 |10
10| 9585 | 4798 | 9415 | 9405 | N | 9705 | 4858 | 9535 | 9525 |4
11| 1057.6 | 529.3 | 10405 | 10386 | v | 8565 | 4288 | 8395 | 8385 |&
12 |70 | 5858 | 11536 | 11526 | L | 7574 | 3792 | 7404 | 7394 |7
13| 2699 | 6354 | 12527 | 12517 | v | 6443 | 3227 | 627.3 | 6263 |6
14| 71384181 | 6929 | 1367.7 | 1366.7 | D |/ 5453 5282 | 5273 |5
15| 1481.8 | 741.4 | 14648 | 14638 | P 430.2 4132 | #4122 |4
16| 1568.8 | 7848 | 15518 | 15508 | S | 333.2 3162 | 3152 |3
17 | 63919 | 8204 16228 | 1619 A 246.2 2291 2
15| 18140 | 9075 | 1797.0 | 17960 | R | 1751 158.1 1

Gene symbol: Gnbl

Protein name: Guanine nucleotide-binding protein G(1)/G(S)/G(T) subunit beta 1
Protein accession numbers: 1P100120716
Peptide sequence: (K)ACADATLSQITNNIDPVGR(l)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.18

SEQUEST DCn score: 0.6

Fix modifications: C2: Carbamidomethyl (+57.02)Variable modifications: None
Observed m/z: 1008.4969
Actual minus calculated peptide mass (AMU): 0.0039054

charge: 2
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B| Blns E+2H BaH3 | B-Hzo | am | vions | vezd | wenes | venzo | ﬂ
1| 72.0 4 | 2016.0 | 10085 | 1999.0 | 1998.0 |19
2| 2321 C+57 | 10450 | 973.0 | 19279 | 19269 |18
3| 3034 A | 17840 | 8930 | 1767.9 | 17669 |17
4 | parsan 2001 | D | 17138 | 857.4 | 16969 | 16959 |iE
5 | 48920 2712 | & | 15988 | 7999 | 15818 | 1580.8 |15
6 | 1590:27 | 2956 5722 | T | 15278 | 764.4 | 1510.8 | 1509.8 |14
7 |E03130 | 3522 6853 | L | 14268 | 7139 | 14097 | 14088 |13
5| 790.3 | 3957 7723 | S | 1313.7 | 657.3 | 1296.7 | 1295.7 |12
3 |U8184) | 4597 | 9014 | 9004 | & | 12267 | 6138 | 12006 | 12086 |11
10| D315 | 516.3 | 10145 | 10135 | 1 | 10986 | 5498 | 1081.6 | 10806 |10
11| 1325 | 566.8 | 11155 | 11145 | T | 89855 | 4933 | 9685 | 9675 |G
12 | 2466 | 162380 | 12295 | 12286 | N | 8845 | 4427 | 8674 | 8665 |&
13| 1360.6 | 680.8 | 13436 | 13826 | N | 7704 | 3857 | 7534 | 7524 |7
14 | 47300 | 737.4 | 1456.7 | 18567 | | 6564 | 3287 | 6394 | 6384 |6
15 | 58871 | 7948 | 1571.7 | 1570.7 | D | 5433 5263 | 5253 |5
16| 16858 | 843.4 | 1668.8 | 1667.8 | P | 4283 4112 4
17 | AIF8429 | 78929 | 17678 | 1766.8 W 331.2 naz 3
15| 1841291 | 921.4 | 18248 | 18238 | G | 2321 251 )
19| 2016.0 | 10085 | 1998.0 | 19980 | R | 1751 1581 1

Gene symbol: Grhpr
Protein name: Glyoxylate reductase/hydroxypyruvate reductase
Protein accession numbers: 1P100130530
Peptide sequence: (K)VFVTGPLPAEGR(A)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.2 SEQUEST DCn score: 0.543
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 621.8422
Actual minus calculated peptide mass (AMU): -0.008301
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B| Bions | BeaH BaH3 | BHzo | am | vions vaeoH | wenHs | vihzo | ﬂ
1| 1001 v | 12427 | 6218 | 12257 | 12247 |12
2 | pZaTan F | 11436 | 5723 | 11266 | 11256 |11
3 | p3a62s v | 9966 | 4988 | 9795 | 9785 |10
4| 2473 4203 | T | 8975 | 4492 | 8805 | 8795 |g9
5 | HSD%EE 4863 | G | 7964 | 3987 | 7794 | 7784 |s
5| 601.3 | 3012 5833 | P 7394 | 3702 | 7224 | 7214 |7
7 | nTiadn | 3577 6964 | L | B424 | 3217 | 6253 | 6244 |6
5| 8115 | 406.2 7935 | P 5293 5123 | 5113 |5
5 [pesz&y | 4418 8645 | A | 4322 152 | 4142 |4
10| 1011.6 | 506.3 9935 | E 361.2 3442 | 3432 |3
11| 1068.6 | 5348 105086 | & | 2321 2151 2
12| 12427 | 621.8 | 12257 | 12247 | R | 1751 158.1 1

Gene symbol: Gsta4

Protein name: Glutathione S-transferase A4
Protein accession numbers: 1P100323911
Peptide sequence: (K)EKEESYDLILSR(A)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.88
Fix modifications: None
Variable modifications: None
charge: 2

SEQUEST DCn score: 0.663

Observed m/z: 741.3804

Actual minus calculated peptide mass (AMU): 0.004273
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B| Bions | BeaH BNH3 | BHzo | am | vions veoH | wenHs | vihzo | ﬂ
1 1301 112.0 E 1481.8 f41.4 1464.7 1463.7 |12
2 | P25810 1296 2411 2401 K 1352.7 6769 1335.7 1334.7 |11
3| 3BT 1941 3ro.z2 3692 E 1224.6 612.8 1207.6 1206.6 |10
4 | PSTE20 2586 4992 498 2 E 1095.6 h48.3 1078.5 10776 |39
5 | FB033T 3021 H86.2 h85.3 s 966.5 483.8 949 5 9485 |3
f T66.3 3837 7493 483 Y 879.5 440.3 8625 8615 |7
7| peg1ae 4412 864.3 863.3 D T16.4 3587 699.4 6984 |5
g | D993 | TA9FE 977 .4 976.4 L 601.4 h84.4 h83.4 |5
9 | FI10FS h54.3 1090.5 1089.5 | 488.3 471.3 4703 |4
10 | (220060 610.8 1203.6 12026 L 3rs.2 358.2 372 |3
11 | A30F6 654.3 1290.6 1289.6 s 2621 2451 2441 2
12| 1481.8 f41.4 1464.T7 1463.7 R 1751 1581 1




Gene symbol: Gukl

Protein name: 18-day embryo whole body cDNA, RIKEN full-length enriched library,

clone:1110048P09 product:guanylate kinase 1, full insert sequence

Protein accession numbers: 1P100228828

Peptide sequence: (R)ICVLDVDLQGVR(S)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.1 SEQUEST DCn score: 0.581

Fix modifications: C2: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 693.8704

Actual minus calculated peptide mass (AMU): -0.008789
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B| Blons E+2H B | BHzo | A | wions | wed | vawms | vizo | v
1 1141 | 1386.7 6939 1369.7 | 1368.7 |12
z 2741 C+5F | 1273.7 637.3 1256.6 | 1255.7 |11
3 3r3.2 W 1113.6 h57.3 1096.6 | 10956 (10
4 | 48630 L 1014.6 h07.8 997.5 9966 |39
5 601.3 h83.3 D 901.5 4512 884.5 8835 |5
f f00.4 3507 6824 W T86.5 3937 769 4 f6g4 |7
7| TS 408.2 f97.4 D 687.4 3442 6704 6694 |5
a 928.5 4647 9105 L 5724 5553 5
9 | 1056.5 h28.8 1039.5 | 1038.5 L& 459 3 442 2 4
10 | FFI3I6° | 5573 1096.5 | 10955 G 331.2 4.2 3
11 | 2126 606.8 11956 | 11946 W 2r4.2 257.2 2
12| 1386.7 6939 1369.7 | 1368.7 R 1751 1581 1

Gene symbol: Gyg

Protein name: Glycogenin-1

Protein accession numbers: 1P100264062

Peptide sequence: (R)MVVLTSPQVSDSMR(K)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2 SEQUEST DCn score: 0.525
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 775.3872
Actual minus calculated peptide mass (AMU): -0.005249
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B| Blns E+2H BaH3 | B-Hzo | am | vins | vezd | vanns | vezo |J
1 1321 M 15498 fra4 1532.8 1531.8
2 | EE2aEmn W 1418.7 f09.9 1401.7 1400.7 13
3 | 230Es W 1319.7 B60.3 1302.6 1201.7 |12
4 | 4433 L 1220.6 610.8 1203.6 12026 |11
5 | 54430 5263 T 1107.5 554 3 1090.5 10849.5 |10
6 | DE314T B2 6133 s 1006.5 A03.7 939 4 9385 |9
7 7284 3647 f10.4 P 9194 A60.2 q902.4 901.4 |3
g | B56ST A28 7 839.4 8385 L} 8224 M1.7 805.4 gna4 |7
g | NOS5ESE A78 3 938.5 937.5 W 694.3 37T 6F7.3 BF6.3 |5
10 | FID42.6° h21.8 1025.5 1024.5 s 5953 "78.2 ATT.2 |5
11 | FITSF6 793 1140.6 1139.6 D 508.2 4912 A90.2 |4
12| 12446 6228 12276 1226.6 s 3932 376.2 Irs2 |3
13| 1375.7 638.3 1358.6 1357.7 M 306.2 2891 2
14 | 15498 fra4 1532.8 1531.8 R 1751 1581 1

Gene symbol: H2-Ke6

Protein name: Isoform Short of Estradiol 17-beta-dehydrogenase 8

Protein accession numbers: 1P100115598,1P100230550

Peptide sequence: (R)LAAEGAAVAACDLDGAAAQDTVR(L)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.16 SEQUEST DCn score: 0.59

Fix modifications: C11: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 1108.5385

Actual minus calculated peptide mass (AMU): 0.0070758
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B| Blons E+2H BaH3 | BHzo | am | vions vaeoH | wenHs | ovihzo | ﬂ
1] 1141 L | 22161 | 11085 | 21990 | 21881 |23
2 | 1851 A | 21030 | 10520 | 20859 | 20850 |22
3| 256.2 A | 20319 | 10165 | 20149 | 20138 |21
4 |passz 3672 | E | 18609 | 9810 | 19439 | 19429 |20
5| 4422 4242 | G | 18319 | 916.4 | 18148 | 18139 |19
§| 5133 | 257.1 2053 | A | 17748 | 8879 | 1757.8 | 1756.8 |15
7 [ne8a@y | 2027 5663 | A | 17038 | 8524 | 16868 | 16858 |17
5| 6834 | 3422 6654 | v | 16328 | 8169 | 16157 | 16148 |15
5| 7544 | 377.7 7364 | A | 15337 | 767.4 | 1516.7 | 1515.7 |15
10| 8255 | #4132 807.4 | A | 14627 | 7318 | 14456 | 14447 |14
11| 985S, | 493.2 967.5 |C+57 | 13916 | 696.3 | 13746 | 13736 |13
12| 11005 | 5508 10825 | D | 12316 | 6163 | 12146 | 12136 |12
13 | 121316 | 607.3 11956 | L | 11166 | 5588 | 10995 | 10985 |11
14 | [1328.6) | 166480 13106 | D | 10035 | 5022 | 9865 | 9855 |10
15| 1385.6 | 6933 13676 | G | 8885 | 4447 | 8714 | 8704 |9
16 | 456 | 728.8 14387 | A | 8314 | 4162 | 8144 | 8134 |5
17 | 15277 | 764.4 15097 | A | 7604 | 3807 | 7434 | 7424 |7
15 | 15988 | N799:9" 15807 | A | 6894 | 3452 | 6723 | 6714 |6
19| 72681 | 8639 | 1709.8 | 17088 | ¢ |/ 6183 601.3 | 6003 |5
20| 1841.8 | 921.4 | 18248 | 18238 | D | 4903 4732 | 4723 |4
21| 19429 | 9718 | 19250 | 19248 | T | 3752 3582 | 3572 |3
22| 20420 | 10215 | 20249 | 20238 | v | 2742 257 2 2
23| 22161 | 11085 | 21990 | 21981 | R | 1751 158.1 1

Gene symbol: Hadh

Protein name: Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial precursor
Protein accession numbers: 1P100121105

Peptide sequence: (R)LLVPYLIEAVR(L)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.05 SEQUEST DChn score: 0.632

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 643.3992

Actual minus calculated peptide mass (AMU): 0.0021955
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B| Blons E+2H BaHs | B-Heo | am | Yions veh | vz | veo | ﬂ
1 1141 L 12858 6434 1268.8 | 1267.8 |11
2 | 2 L M7LT 586.9 1155.7 | 1154.7 |10
3 | I32E120 W 10596 530.3 10426 | 10416 |9
4 4233 P 960.6 430.8 9435 9425 |3
5 R86.4 Y 863.5 4323 B846.5 8455 |7
£ | WE99MT 3502 L 700.4 307 683.4 6324 |5
7 | E2ES 406.8 | h87.4 570.3 693 |5
R 471.3 9236 E 474 3 457 2 456.3 |4
9| 1012.6 h06.8 994 6 A 3452 3282 3
10 | BEETILE 556.3 1093.7 W 2742 2572 2
11 | 12858 6434 1268.8 | 1267.8 R 1751 1581 1
Gene symbol: Hibadh
Protein name: 3-hydroxyisobutyrate dehydrogenase, mitochondrial precursor
Protein accession numbers: 1P100116222
Peptide sequence: (K)TPILLGSLAHQIYR(M)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.15 SEQUEST DCn score: 0.514
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 791.4611
Actual minus calculated peptide mass (AMU): 0.002319
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B| Blons Bo2H | BHs | B-Hzo | am | vions | vezd | venes | venzo | ﬂ
1 1021 84.0 T 1581.9 f91.5 1564.9 | 15639 |14
2 199.1 1811 P 1480.9 7409 1463.8 | 14629 (13
3 | EaEEs 2942 | 1383.8 692 4 1366.8 | 13658 (12
4 | TE25030 AD7.3 L 1270.7 6359 125837 | 12527 |11
5 | 5389 520.4 L 11576 A79.3 11406 | 1139.6 (10
G 5954 2982 A7T.4 G 1044.6 h228 1027.5 | 10265 |9
7 | PEEZAT 1.7 6644 5 987.5 494 3 970.5 9695 |3
g T95.5 3983 frfin L 900.5 450.8 8835 7
q 866.5 4338 8485 A 787.4 3942 Tro4 G
10 | FI00D36° h02.3 9856 H T16.4 3587 699.4 5
11 | BRI h66.3 11146 | 111386 o 579.3 5623 4
12 | (1244858 6229 12277 | 12267 | 451.3 434 2 3
13 | H40F 8 foa.4 1390.8 | 1399.8 Y 338.2 3.2 2
14| 1581.9 f91.5 1564.9 | 15639 R 1751 1581 1




Gene symbol: Hintl

Protein name: Histidine triad nucleotide-binding protein 1
Protein accession numbers: 1P100108189

Peptide sequence: (K)AQVAQPGGDTIFGK(I)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.32 SEQUEST DCn score: 0.626
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 694.8636
Actual minus calculated peptide mass (AMU): 0.001831
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B lons E+2H BaH3 | B-Hzo | am | vions | vezd | wenes | venzo | ﬂ

B

1 72.0 A | 13887 | 6949 | 13717 | 1370.7 |14
2 | p200:40 1831 e | 12177 | 6593 | 13007 | 1299.7 (13
3 | p299:2 2822 Vo [M11896 | 5953 | 11726 | 11716 |12
4 | D3F0E 3532 A |[M1D905 | 5458 | 10735 | 10725 |11
s | 4983 481.2 e | M0195 | 5103 | 10025 | 10015 (10
E | 595:37 | 20832 5783 P 8915 446.2 874 4 8735 |9
7 | PB52:30 | 3267 635.3 G 7944 2977 TiT.4 fi64 |5
5| 7094 3552 6923 G 7374 2692 7204 7194 |7
o 8244 M27 8074 206.4 D 6304 3407 663.3 6624 |5
10| 9254 463.2 a08.4 a07.4 T 5653 548 3 AT 3 |5
11 | (103855 | 5198 | 10215 | 10205 I 4643 447 3 4
12 | 1185067 | 5933 | 11686 | 11676 | F 351.2 3342 3
13| 12426 | 6218 | 12256 | 12246 | G 2041 1871 2
14| 13887 | 6949 | 13717 | 13707 | K 1471 1301 1
Gene symbol:

Hist1h2bl;Hist1h2bf;Hist1h2bj;Histlh2bn;RP23-38E20.1;Hist1h2be;OTTMUSG00000013203;Hi
stlh2bc;Histlh2bg;Hist1h2bb

Protein name: similar to Histone H2B F

Protein accession numbers: 1P100461514,I1P100752556

Peptide sequence: (K) AMGIMNSFVNDIFER(I)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.39 SEQUEST DCn score: 0.752

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 872.4142



Actual minus calculated peptide mass (AMU): 0.0008545
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B Be2H | Bnm3 | BHzo | A | wions | wed | vz | vizo | v
1 A | 17758 | 8884 | 17588 | 1757.8 |15
z M+16 | 1704.8 8529 1687.8 1686.8 |14
3 G 1557.7 ra4 1540.7 1539.7 |13
4 | 1500.7 509 1483.7 1482.7 |12
5 mM+16 | 13876 694.3 1370.6 1369.6 (11
f 3256 633.2 N 1240.6 620.8 12236 12226 |10
7 3692 7203 193 5 1126.5 h63.8 1109.5 1108.5 |39
a 442 7F B867.3 866.4 F 1039.5 h20.3 10225 10215 |5
9 4922 966.4 9654 W 8925 446.7F 8754 gra4 |7
10 492 1080.5 1079.5 N 7934 397.2 Tr6.4 frad |6
11 606.8 1195.5 1194.5 D 6r9.3 6623 B61.3 |5
12 B63.3 1308.6 1307.6 | h564.3 H47.3 463 |4
13 f36.8 14556 14546 F 451.2 4342 4332 |3
14 801.4 1584.7 1583.7 E 304.2 2871 2862 |2
15 888.4 1758.8 1757.8 R 1751 1581 1

Gene symbol: Hmox2

Protein name: Heme oxygenase 2

Protein accession numbers: 1P100309322

Peptide sequence: (K)GTLGGSNCPFQTTVAVLR(K)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.24

SEQUEST DCn score: 0.479

Fix modifications: C8: Carbamidomethyl (+57.02)Variable modifications: None

charge: 2

Observed m/z: 939.4814

Actual minus calculated peptide mass (AMU): 0.0004883
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B| Blons E+2H BaH3 | BHzo | am | vions vaeoH | wenHs | vihzo | ﬂ
1| 58.0 G | 1878.0 | 9395 | 1860.9 | 1859.9 |15
2 [ 1591 1411 | T | 18209 | 811.0 | 18039 | 18029 |17
3| 2722 2542 | L | 17199 | 8605 | 17029 | 1701.9 |16
4| 3292 3112 | G | 16068 | 8039 | 15898 | 1588.8 |15
5 | 386.2 3682 | G | 15498 | 7754 | 15328 | 1531.8 |14
5| 4732 | 2371 25652 | S | 14928 | 7469 | 14757 | 14748 |13
7 |p58F3R | 2941 | 5703 | 5693 | M | 14057 | 703.4 | 13887 | 1387.7 |12
5| 747.3 | 3742 | 730.3 | 7293 |C+57 | 12917 | 646.4 | 1274.7 | 1273.7 |11
5 |pB&mmn | 4227 | 8273 | 8264 | P | 11317 | 5663 | 11146 | 11136 |10
10| 991.4 | 4962 | 9744 | 9734 | F | 10346 | 517.8 | 1017.6 | 10166 |3
11| #1195 | 5603 | 11025 | 11015 | @ | 8875 | #4443 | 8705 | 8695 |&
12 | 220050 | 610.8 | 12035 | 12025 | T | 7595 | 3802 | 7425 | 7415 |7
13| 3216 | 661.3 | 13046 | 13036 | T | 6584 | 3207 | 6414 | 6404 |6
14 | F200F | OFT0I8Y | 14036 | 14026 W 574 H40.4 5
15 | 49157 | 746.4 | 14747 | 14737 | A |1 4583 4413 4
16 | (159008 | °F959° | 15737 | 15728 W 387.3 3703 3
17 | A703:8] | 8524 | 16868 | 16858 | L | 2882 2712 2
15| 1878.0 | 9395 | 18609 | 18588 | R | 1751 158.1 1

Gene symbol: Hpca

Protein name: Neuron-specific calcium-binding protein hippocalcin
Protein accession numbers: 1P100230310,1P100230449

Peptide sequence: (R)TFDTNSDGTIDFR(E)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.09 SEQUEST DCn score: 0.809
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 744.8345

Actual minus calculated peptide mass (AMU): 0.0003662
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B| Blons Er+2H BuHs | BHzo | am | wions | vezn | vans | veH2o |J
1 1141 L 13526 13356 | 13346
2 | P2EE L 12395 12225 | 1215 11
3 355.2 338.2 G 1126.5 11094 | 11084 |10
4 553 498.2 C+57 | [ 9984 981.4 9804 |9
5 630.3 613.3 6123 D 838 4 821.3 8204 |3
G 274 | P369EN | 7103 7093 P ¥23.3 f06.3 f05.3 |7
7 814.4 4077 797 4 796.4 s 626.3 609.3 G083 |6
g | 9014 | 451.2 884 4 8834 s 5393 h222 212 |5
9 |8F250 | 486.7 9554 954 4 A 4522 435.2 4342 |4
10 | FIDS935° | 5302 10425 | 10415 s 381.2 364.2 3632 |3
11 | 875 | 759437 | 11705 | 11695 4] 2942 2771 2
12| 1352.6 676.8 13356 | 13346 F 166.1 1
Gene symbol: Hsd17b12
Protein name: Isoform 1 of Estradiol 17-beta-dehydrogenase 12
Protein accession numbers: IP100119219,1P100458208
Peptide sequence: (R) AFQVWCVGNEALVGPR(L)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.01 SEQUEST DCn score: 0.623
Fix modifications: C6: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 901.9552
Actual minus calculated peptide mass (AMU): 0.001343
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B| Bions | Be2n | Bwms | Brzo | ma | wions | wesr | vz | vieo |J
1 2.0 A 18029 a02.0 17859 | 17849
2 2191 F 17319 866.4 17148 | 17139 15
3 | SN 3302 4] 1584.8 7929 1567.8 | 1566.8 |14
4 | P44 62T 4292 W 14567 7289 1439.7 | 1438.7 |13
5 6323 6153 e 1347.7 6793 13406 | 1339.7 |12
E | IF929Y | 3967 ¥ra.3 C+57 | 11716 H86.3 11546 | 11536 |11
7 891.4 446.2 8744 W 1011.6 H06.3 994.5 9936 |10
a 948 4 747 931.4 G 9125 456.8 895.5 8945 |9
9| 1062.5 531.8 1045.5 [} 855.5 4282 8384 8375 |3
10| 1191.5 596.3 11745 | 11735 E 741.4 IF1.2 7244 234 |7
11 | 262067 | 631.8 12455 | 124445 A 6124 J06.7 h95 4 B
12 | FI3¥557 | 688.3 13586 | 13576 L h41.4 h24.3 5
13 | 4740 7379 14477 | 145867 W 4283 411.2 4
14| 16317 766.4 15147 | 1513.7 G 3292 N2 3
15| 1628.8 8149 1611.8 | 1610.8 P 2722 2552 2
16| 1802.9 a02.0 17859 | 17849 R 1751 1581 1




Gene symbol: Hspa9

Protein name: Stress-70 protein, mitochondrial precursor
Protein accession numbers: 1P100133903

Peptide sequence: (R)QATKDAGQISGLNVLR(V)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.28 SEQUEST DCn score: 0.395
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 835.9622
Actual minus calculated peptide mass (AMU): -0.002441

S16-MHS-NH3+2H

1“0% 165891 AR, +2 H [Parent Emor: 1.5 ppm
Q t=p, ——T ——H —F—p —a HEd—g —— —i—g —g +—L —F—H ——y ——L ———f—]
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B| Blons E+2H B3 | BH20 | am | viens | vean | vas | vezo | v
1 1291 112.0 o 1670.9 836.0 16539 | 16529 |16
2 2001 1831 A 15429 fr1.9 15258 | 15249 |15
3 3012 2841 2831 T 1471.8 T36.4 1454.8 | 14538 |14
4 4293 2151 4122 4112 K 1370.8 6859 1353.8 | 13528 |13
5 443 2726 K273 h26.3 D 12427 621.8 1225.7 | 12247 |12
G 6153 3082 598 3 973 A 1127.7 h64.3 11106 | 1109.6 |11
7 B72.3 3367 655.3 6543 G 1056.6 h28.8 1039.6 | 10386 (10
g 800.4 ADD.¥ 783.4 824 o 999 6 500.3 932 6 9816 |9
q 9135 A7 2 896.5 8955 | 871.5 436.3 854.5 8535 |3
10 | FI00D0:S° 500.8 983.5 9325 s 758.5 Ir97 741.4 f404 |7
11 | 1057.5 5293 10405 | 10395 G 671.4 336.2 654.4 G
12 | BTG 5858 11536 | 11526 L 614.4 597 4 5
13| 12847 6428 1267.6 | 1266.6 N 501.3 4834 3 4
14 | 138358 6924 1366.7 | 1365.7 W 387.3 3703 3
15 | 149628 489 1479.8 | 1478.8 L 288.2 2r1.2 2
16| 1670.9 836.0 16539 | 16529 R 1751 1581 1

Gene symbol: Htra2

Protein name: Serine protease HTRAZ2, mitochondrial precursor

Protein accession numbers: 1P100275992,1P100830249,1P100830364,1P100831347
Peptide sequence: (K)LAQNAEDVYEAVR(T)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.34 SEQUEST DCn score: 0.678

Fix modifications: None



Variable modifications: None
charge: 2 Observed m/z: 739.3662
Actual minus calculated peptide mass (AMU): -0.0040256

yi B

100% ¥ o 1476.72 AMIU, +2 H [Parent Emmor: -2.7 ppm
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B| Buons | B | Bnmz | BHeo | A | viens | vean | vas | vzo | v
1 1141 L 1477.7 7394 14607 | 1459.7 |13
2 1851 A 1364.6 6828 13476 | 13466 |12
3 32 296.2 G 1293 6 G473 12766 | 12756 |11
4 4272 4102 [} 1165.5 833 11485 | 11475 |10
5 | p4983n 481.2 A 1061.5 526.3 10345 | 10335 |19
G 627.3 432 6103 609 3 E 980.5 4907 963.4 9625 |3
7 7423 IF1T 7253 7243 D 851.4 426.2 834.4 8334 |7
g | meeEn | 4212 824 4 8234 W 736.4 368.7 194 184 |6
9 | 0045 027 987 4 986.5 Y 637.3 6203 6193 |3
10| 1133.5 h67.3 111656 | 11155 E 474.3 457 2 4563 | 4
11| 1204.5 6028 11875 | 1186.5 A 34532 3282 3
12 | 1303167 | 652.3 12866 | 12856 W 2743 26872 2
13| 147F.7 7394 1460.7 | 14597 R 1751 1581 1

Gene symbol: ligpl

Protein name: Interferon-inducible GTPase 1

Protein accession numbers: 1P100323496,1P100849310

Peptide sequence: (R)LARDWEIEVDQVEAMIK(S)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2 SEQUEST DCn score: 0.133
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1023.0154
Actual minus calculated peptide mass (AMU): -0.01505
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o] 500 1000 1500 2000
miz

B| Blons Er+2H B3 | BHzo | A | wions | wed | vawms | vizo | v
1 1141 L 20450 | 1023.0 | 2028.0 | 20270 |17
2 1851 A 1932.0 966.5 19149 | 19139 |16
3 341.2 1711 324.2 R 1860.9 931.0 18439 | 18429 |15
4 456.3 228 6 439.2 438.3 D 1704.8 8529 16878 | 16868 |14
5 | DB9230 | FINTF 6253 624.3 W 1589.8 f95.4 15728 | 1571.8 |13
6 | DFF104T | 386.2 754 4 53.4 E 1403.7 7024 1386.7 | 1385.7 |12
7 | PB8asT 442 7 BGT.4 866.5 | 1274.7 637.8 12576 | 1256.7 |11
g | 10135 a07.3 996.5 995.5 E 11616 581.3 11446 | 11436 |10
9 |[M1126 ['556:8° | 10955 | 10946 W 1032.5 516.8 10155 | 10145 |3
10| 12276 614.3 12106 | 12096 D 933.5 467T.2 916.5 M55 |a
11| 1354.7 6G78.3 13386 | 1337.7 G 818.4 409.7 801.4 8004 |7
12 | 14545 | 72749 1437.7 | 1436.7 W 690.4 3457 6r3.4 G724 |6
13 | 15838 | 7924 1566.7 | 15658 E 591.3 574.3 AF33 |5
14 | (165478 | 827.9 1637.8 | 1636.8 A 462.3 4453 4
15 | FIF859 | 18934 17688 | 17678 1] 391.2 3ra.z 3
16 | FI888197 | 7950007 | 1881.9 | 18809 | 260.2 2432 2
17| 20450 | 1023.0 | 2028.0 | 2027.0 K 1471 1301 1

Gene symbol: Immt

Protein name: Isoform 1 of Mitochondrial inner membrane protein

Protein accession numbers: 1P100228150,1P100381412,1P100381413,1P100554845
Peptide sequence: (R)GIEQAVQSHAVAEEEAR(K)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.42 SEQUEST DCn score: 0.601

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 912.4451

Actual minus calculated peptide mass (AMU): -0.0063456
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lﬂﬂ% 1822 BB AL, 42 H [Parent Emor: 3.5 ppm
G+ g — g —aY g — - —a A — e —a —H—
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B| Blons E+2H BNH3 | BHzo | am | vions vesH | owends | veHzo |J
1 8.0 G 18239 91258 1806.9 | 18059
z 1711 | 1766.9 8839 17498 | 17489 15
3 300.2 2822 E 1653.8 827.4 1636.8 | 16358 |15
4 | 42820 411.2 4110.2 L& 1524.7 f62.9 1507.7 | 1506.7 |14
5 499 3 4822 481.2 A 1396.7 695.8 1379.7 | 1378.7 |13
6 | 59830 299.7 581.3 580.3 W 13256 B63.3 1308.6 | 13076 |12
7 7264 3637 f09.4 08 4 L& 1226.6 613.8 1209.5 | 1208.6 |11
a 8134 407.2 T96.4 954 5 1098.5 549 8 1081.5 | 10805 |10
9 950.5 4757 933.4 932.5 H 1011.5 H06.3 994 5 9935 |39
10 | (021250 511.3 1004.5 | 1003.5 A 8744 437.7 857 4 8364 |3
11 | BT 2060 h60.8 1103.5 | 11026 W 803.4 402.2 f86.4 f854 |7
12 | P96 596.3 11746 | 11736 A 704.3 3527 687.3 6863 |6
13 | FI320080 660.8 1303.6 | 13026 E 633.3 616.3 6153 |3
14 | 144957 254 14327 | 1431.7 E 504.2 487.2 486.2 |4
15| 1578.7 899 1561.7 | 1560.7 E 3rs.2 358.2 372 |3
16 | FIG498) 825.4 16328 | 1631.8 A 246.2 2291 2
17| 1823.9 91258 1806.9 | 18059 R 1751 1581 1

Gene symbol: Ints6

Protein name: Isoform 1 of Integrator complex subunit 6
Protein accession numbers: IP100461472,1P100798463

Peptide sequence: (R)IGDRYMLVTFEEPPYAIK(A)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.01 SEQUEST DCn score: 0.197
Fix modifications: None

Variable modifications: M5: Oxidation (+16.00)

charge: 2 Observed m/z: 1023.0156
Actual minus calculated peptide mass (AMU): 0.017658
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w12 HIG044.02 AMU, +2 H (Parent Eror- B.7 ppm
G D R ¥ —e LT — P+ +—r—FHAH1—1—n—
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B| Blons | Be2H | BwH3 | Bhzo | s | wions | vesn | vl | ovizo | v
1 H8.0 G 20450 | 1023.0 | 2028.0 | 2027.0 (17
2 1731 1551 D 1988.0 994 5 1971.0 | 19700 |16
3 3292 165.1 21 1.2 R 1873.0 937.0 18559 | 18550 |15
4 492 2 246.6 475.2 4742 Y 17169 8589 1699.8 | 16939 |14
5 639.3 3201 6222 621.3 |mM+16| 1553.8 i 4 15368 | 15358 |13
6 | IFS230 | 3F6T 7353 7343 L 1406.8 7039 1389.7 | 138388 |12
7| B51TEY | 4262 8344 8334 v 1293.7 G473 12767 | 12757 |11
& | WA52557 476.T7 9354 9345 T 11946 H97.8 M¥7F6 | 11766 |10
9| 10995 5503 10825 | 1081.5 F 1093.6 473 10765 | 10755 |49
10 | FI22806°0 | U61T458Y | 12115 | 12106 E 946.5 4738 929.5 9285 |3
11| 1357.6 6793 13406 | 13396 E 8175 409.2 800 4 994 |7
12| 14547 278 14376 | 1436.7 P 688 4 3447 671.4 B
13 | IS510F | OFF64Y | 15347 | 1533.7 P 591.4 a74.3 5
14 | I¥14.8) | 8579 1697 8 | 1696.8 Y 494 3 477.3 4
15 | FIF858° | 789390 | 1768.8 | 1767.8 A 331.2 4.2 3
16 | (189819 | [950:0° | 18819 | 18809 | 1| 260.2 2432 2
17| 20450 | 1023.0 | 2028.0 | 20270 K 1471 1301 1

Gene symbol: Itgh4bp

Protein name: Eukaryotic translation initiation factor 6

Protein accession numbers: 1P100115862
Peptide sequence: (R)ASFENNCEVGCFAK(L)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.45
Fix modifications: C7: Carbamidomethyl (+57.02), C11: Carbamidomethyl (+57.02)Variable
modifications: None

charge: 2

Observed m/z: 816.8444
Actual minus calculated peptide mass (AMU): 0.002319

SEQUEST DCn score: 0.709



1ﬂa% Nt 1631 .67 AMU, +2HIFM|:|T;'EH'M I.;{pﬂm
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B| Blns E+2H BaH3 | B-Hzo | am | vions | vezd | vwenes | venzo | ﬂ
1 2.0 A 16327 816.8 1615.7 | 1614.7 |14
2 1591 1411 s 1561.6 ¥81.3 15446 | 15436 (13
3 306.2 2881 F 1474.6 378 14576 | 14566 (12
4 4352 7.2 E 1327.5 B64.3 13105 | 1309.5 |11
S | 54920 532.2 531.2 N 1198.5 5998 1181.5 | 11805 (10
£ | FBE33 3321 646.3 645.3 N 1084.5 427 1067.4 | 10665 | 39
7 8233 4122 806.3 8053 |Ca+5F | 97D 4 A85 7 953.4 9524 |3
8 | MO524Y ATH.T 935.3 934.3 E 810.4 ADS.F 793.4 924 |7
9 | 0514 h26.2 1034.4 | 1033.4 W 631.3 3412 664.3 G
10 | FFT08&a” 547 10914 | 10904 G 5823 565.2 5
11 | 1268.5 6347 12514 | 12505 | C+5F || 5253 508.2 4
12 | (41550 f08.3 1398.5 | 1397.5 F 365.2 3482 3
13 | 48616 ¥43.8 1469.5 | 1468.6 A 2182 2011 2
14 | 16327 816.8 1615.7 | 1614.7 K 1471 1301 1

Gene symbol: KIk7

Protein name: Kallikrein-7 precursor

Protein accession numbers: 1P100126800

Peptide sequence: (K)THVNDIMLVRLDEPVK (M)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.16 SEQUEST DCn score: 0.52
Fix modifications: None

Variable modifications: M7: Oxidation (+16.00)

charge: 2 Observed m/z: 948.0143
Actual minus calculated peptide mass (AMU): 0.01453

al16-NHE+2H+1

100% 1894.01 AMU, +2 H [Parent Errod: 7.7 ppm
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B| Blns E+2H BaH3 | B-Hzo | am | vins | vezd | wenes | venzo | ﬂ
1 1021 84.0 T | 18950 | 948.0 | 1878.0 | 1877.0 |16
2| 2381 | 1201 2211 | H | 17940 | 8975 | 17769 | 1776.0 |15
3 | 133820 | 1696 3202 | v | 16568 | 8290 | 16399 | 16380 |14
4 |D@5227 | 2266 | 4352 | 4342 | N | 15578 | 7794 | 154808 | 15398 |13
5 |UBBF3) | 2841 | 5502 | 5492 | D | 14438 | 7224 | 14268 | 14258 |12
£ | 168031 | 3407 | 6633 | B623 | 1 | 13288 | 6648 | 1311.7 | 13108 |11
7 (8274 | 81420 | 8104 | 8094 |M+16| 12157 | 6083 | 1198.7 | 1197.7 |10
5| 0405 | 4707 | 9234 | 9225 | L | 10686 | 5348 | 1051.6 | 10506 |9
3| 10395 | 5203 | 10225 | 10215 | v | 9556 | 4783 | 9385 | 9376 |&
10| M1856] | 5983 | 11786 | 11776 | R | 8565 | 4288 | 8395 | 8385 |7
11 | F3085F 654.9 1291.7 | 12907 L 7004 3[0.7 6234 6324 |5
12| 1423.7 | 712.4 | 1406.7 | 18057 | D | 587.3 570.3 | 569.3 |5
13| 1552.8 | DF769) | 15358 | 15348 | E | 4723 4553 | 4543 |4
14 | B49:8] | 8254 | 16328 | 16318 | P | 3432 326.2 3
15| 1748.9 | UB7500 | 17310 | 17308 | v | 2462 2202 )
16| 1895.0 | 948.0 | 1878.0 | 1877.0 | K | 1471 1301 1

Gene symbol: Krtl

Protein name: Keratin, type Il cytoskeletal 1

Protein accession numbers: IP100625729,1P100828242

Peptide sequence: (R)FLEQQNQVLQTK(W)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2 SEQUEST DChn score: 0.382
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 738.3942
Actual minus calculated peptide mass (AMU): -0.005371
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B| Blons E+2H BNH3 | BHzo | as | vions vaeoH | wenHs | ovihzo | ﬂ
1| 1481 F | 14758 | 7384 | 14588 | 1457.8 |12
2 | n26aaEn L | 13287 | 6649 | 1311.7 | 1310.7 |11
3| 3902 3722 | E | 12156 | 6083 | 11986 | 1197.6 |10
4| 5183 501.2 | 5003 | G | 10866 | 5438 | 1069.6 | 10686 |3
5 | PB463 6293 | 6283 | o | 9585 | 4798 | 9415 | 9405 |5
5| 760.4 | 3807 | 7433 | 7424 | N | 8305 | #157 | 8135 | 8125 |7
7| 8884 | #4447 | 8714 | 8704 | G | 7164 |/ 3587 | 699.4 | 6984 |&
5 |N8BTS) | 4943 | 9705 | 9695 | v | 5884 5714 | 5704 |5
5 [M1006) | 5508 | 10835 | 10826 | L | 4893 4723 | 4713 |4
10| 2286 | 6148 | 12116 | 12106 | @ | 3762 3582 | 3582 |3
11| 32997 | 6653 | 13127 | 13117 | T |/ 2482 2311 | 2302 |2
12| 14758 | 738.4 | 14588 | 145¢7.8 | K | 1471 130.1 1

Gene symbol: Krt14

Protein name: Type | epidermal keratin (Fragment)

Protein accession numbers: 1P100828528

Peptide sequence: (R)LLEGEDAHLSSSQFSSGSQSSR(D)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.06 SEQUEST DCn score: 0.518
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1155.0376
Actual minus calculated peptide mass (AMU): 0.00293
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B| Blons E+2H BaH3 | B-Hzo | am | vions | vezd | wenes | venzo | ﬂ
T 1181 L | 23091 | 1155.0 | 22920 | 22911 |22
2| 227.2 L | 2196.0 | 10985 | 2178.9 | 2178.0 |2
3| 356.2 3382 | E | 20829 | 10820 | 20659 | 20649 |20
4 | pa13z 3052 | G | 19538 | 977.4 | 1936.8 | 19358 |13
s [ psazE 5243 | E | 18968 | 9489 | 18798 | 18788 |i5
E| 657.3 | 3202 6393 | D | 1767.8 | 8844 | 1750.8 | 17498 |17
7 | F28d0 | 3647 710.3 | A | 16528 | 8269 | 1635.7 | 16348 |15
5 | 8BS | 4332 8474 | H | 1581.7 | 791.4 | 1564.7 | 1563.7 |15
3 | 8785 | 4898 9605 | L | 14447 | 7228 | 1427.6 | 1826.7 |14
10| 10655 | 533.3 10475 | S | 13316 | 6663 | 13146 | 1313.6 |13
11| 11525 | 576.8 11385 | S | 12845 | 6228 | 12275 | 12265 |12
12| 1239.6 | 6203 12216 | S | 11575 | 5793 | 11405 | 11395 |11
13 | I3676] | 6843 | 13506 | 13486 | @ | 10705 | 5358 | 1053.5 | 10525 |10
14 | G147 | 7578 | 1497.7 | 14967 | F | 8424 | 4717 | 9254 | 9244 |g
15| 1601.7 | 801.4 | 15847 | 1583.7 | S | 7954 | 3982 | 7783 | 7774 |&
15 | 6888 | 8448 | 1671.8 | 16708 | S | 7083 | 3547 | 6913 | 6903 |7
17| 17458 | 8734 | 17288 | 17278 | ¢ | 6213 | 3112 | 6043 | 6033 |6
15| 1832.8 | 9169 | 18158 | 18148 | S | 5643 5473 | 5463 |5
10| 19608 | 981.0 | 19430 | 19428 | @ | 477.2 2602 | 4592 |4
20| 2047.9 | 10245 | 20300 | 20299 | S | 3492 3322 | 3312 |3
21| 21340 | 10680 | 2117.9 | 21168 | S | 2621 2451 | 2441 |z
22| 23081 | 11550 | 22920 | 22911 | R | 1751 1581 1

Gene symbol: Krt78

Protein name: similar to Keratin, type | cytoskeletal 10

Protein accession numbers: 1IP100750213,1P100755181,1P100798492,1P100828744
Peptide sequence: (K)QSLEASLAETEGR(Y)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.44 SEQUEST DCn score: 0.721

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 695.8404

Actual minus calculated peptide mass (AMU): -0.008423
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E| Blons E+2H BNH3 | BH2o | am | vions vaeoH | wenHs | vihzo | ﬂ
1 88.0 0.0 5 1383.7 6924 1366.7 | 1365.7 |12
2 | E2EN 1831 L 1296.7 648.8 1279.6 | 1278.7 |11
3 | SNEEE 2981 297.2 [ 1183.6 h92.3 1166.5 | 11656 (10
4 | TE292 4122 411.2 [ 1069.5 5353 10525 | 10515 |3
5 | ES5FEE 540.2 539.3 L&) 955.5 478.3 938.5 9375 |5
f 704.3 3527 687.3 686.3 F 8274 4142 8104 8094 |7
7 | ISR 388.2 ¥58.4 a7.4 A 6804 3407 663.3 6624 |6
a 8624 431.7 8454 8444 5 609.3 5923 913 |5
9 | 00950 h05.2 9925 991.5 F 7223 505.3 H04.3 |4
10 | FIP22:6° | 561280 | 11055 | 1104.5 | ara.2 358.2 372 |3
11 | I23F6 6193 12206 | 12196 D 2621 2451 2441 2
12| 1383.7 6924 1366.7 | 1365.7 K 1471 1301 1
Gene symbol: Krt79
Protein name: Keratin 79
Protein accession numbers: 1P100124499
Peptide sequence: (R)NLDLDSIIAEVK(A)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.01 SEQUEST DChn score: 0.561
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 665.3663
Actual minus calculated peptide mass (AMU): -0.0019551
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B| Bions | BeaH BNH3 | BHzo | am | vions vaeoH | wenHs | vihzo | ﬂ
1 [ 11581 98.0 N | 1329.7 | 665.4 | 13127 | 1311.7 |12
ERR 2111 L 1215.7 608.4 1198.7 | 1197.7 |11
3 | 2gaEa 3261 325.2 D 1102.6 551.8 1085.6 | 10846 (10
4 | P4563° 439.2 438.2 L 987.6 494 3 970.6 9696 |39
5 571.3 5543 553.3 D 8r74.5 437.8 857.5 8a65s |5
f 658.3 3297 641.3 640.3 5 759.5 3802 7424 4158 |7
7 ¥r1.4 386.2 7544 534 | 6r2.4 336.7 6554 6544 |6
g | B8AIST 442 7F B67.5 866.5 | 5594 H423 1.3 |5
5 | 85550 | 4783 9385 937.5 A 446.3 4292 4283 |4
10 | FIg45T h42.8 1067.5 | 1066.5 E 3rs.2 358.2 372 |3
11 | 1836 h92.3 1166.6 | 11656 W 246.2 2292 2
12| 1329.7 B65.4 13127 | 1311.7 K 1471 1301 1




Gene symbol: Lamb1-1

Protein name: laminin B1 subunit 1

Protein accession numbers: 1P100338785

Peptide sequence: (R)YSDIEPSTEGEVIFR(A)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.1 SEQUEST DCn score: 0.383
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 871.4152
Actual minus calculated peptide mass (AMU): -0.005859

1“0% . c‘ 178082 MM, 42 H [Parent Emoe: 3.4 ppm
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B| Blons E+2H BNH3 | BHzo | am | vions vaeoH | wenHs | ovihzo | ﬂ
1 1641 Y 1741.8 8r1.4 17248 1723.8 |15
z 2511 2331 5 1578.8 899 1561.7 1560.8 |14
3 3661 3481 D 1491.7 f46.4 1474.7 1473.7 |13
4 479 2 461.2 | 1376.7 688.9 1359.7 1358.7 |12
5 608.3 5903 E 1263.6 632.3 1246.6 12456 |11
f f05.3 3532 687.3 P 1134.6 A67.8 1117.5 1116.6 |10
7 7923 J96.7 fra.3 5 1037.5 5193 10205 1019.5 |3
g | DB935 | T4aTi2 8754 T 950.5 4758 933.5 9325 |3
9 | 0224 1.7 1004.4 E 849.5 4252 8324 8314 |7
10| 10795 h40.2 1061.4 G 7204 3607 f03.4 f024 |6
11 | 1208.5 B04.8B 1190.5 E 663.4 646.4 6454 |5
12 | I30¥.6° 654.3 1289.5 W 534.3 M7.3 4
13| 14207 f10.8 1402.6 | 435.3 418.3 3
14 | 1567.F fg4.4 1549.7 F 3222 305.2 2
151 17418 8r1.4 1724.8 1723.8 R 1751 1581 1

Gene symbol: Lcpl

Protein name: Plastin-2

Protein accession numbers: 1P100118892

Peptide sequence: (K)FSLVGIAGQDLNEGNR(T)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.21 SEQUEST DCn score: 0.603
Fix modifications: None

Variable modifications: None



charge: 2 Observed m/z: 845.4285
Actual minus calculated peptide mass (AMU): -0.006958
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B| Buons | Bed | Bnmz | BHeo | A | viens | vean | vas | vezo | v
1 1481 F 1689.9 845 4 16728 | 16719 |15
2| 2351 M7 s 1542 8 77189 15258 | 1524.8 |15
3| 3482 330.2 L 1455 8 7284 14387 | 14378 |14
4| A47.3 4293 v 13427 6G71.8 13257 | 13247 |13
5| 5043 486.3 G 12436 6223 12266 | 12256 (12
£ | PBITF4T | 3002 5994 1 1186.6 5938 11696 | 11686 |11
7| UEBEET | 3447 6704 A 1073.5 537.3 10565 | 10555 (10
& |FE5ET | 3732 727 4 G 10025 A01.7 985 4 98445 |9
9| B873A 437.3 856.5 8555 Q 945 4 4732 928 4 9274 | =&
10| 9885 494 8 971.5 970.5 D 8174 409.2 800 4 7994 |7
11 | F01067 | 551.3 1084.6 | 1083.6 L 7024 3/1.7 685.3 6GB43 |6
12| 121156 G083 11986 | 11976 M 7893 hT22 713 |5
13| 1349457 | G728 13277 | 13267 E 4752 458 2 ART7.2 | 4
14| 14017 701.4 13847 | 13837 G 346.2 3292 3
15| 15147 758 4 14987 | 14977 M 2892 2721 2
16| 1689.9 845 4 16728 | 1671.9 R 175.1 1581 1

Gene symbol: Lman2

Protein name: 9 days embryo whole body cDNA, RIKEN full-length enriched library,
clone:D030015M14 product:VESICULAR INTEGRAL-MEMBRANE PROTEIN VIP36 (VIP36)
homolog

Protein accession numbers: 1P100308609,1P100321634

Peptide sequence: (R)WSELAGCTADFR(N)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.08 SEQUEST DCn score: 0.718

Fix modifications: C7: Carbamidomethyl (+57.02)Variable modifications: None

charge: 2 Observed m/z: 706.8142

Actual minus calculated peptide mass (AMU): -0.0063456
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B| Bions | BeaH BaH3 | BHzo | am | vions vesH | owends | veHzo |J
1 1871 W 1412.6 f06.8 1395.6 1394.6
2 | P2Faam 2561 s 1226.5 613.8 1209.5 1208.5 11
3 | PE032e 385.2 E 1139.5 5703 11225 11215 |10
4 | FST630 498 2 L 1010.5 057 993.5 9925 |9
5 | W58FEaT 5693 A 8974 4492 880.4 8794 |5
6 | 64430 | T3 626.3 G 8264 M37 809.3 g08.3 |7
7 | me0das 027 f86.3 | C+o7 769.3 3852 523 1.3 |6
a 905.4 453.2 887.4 T 609.3 5923 913 |5
9 | P96 488.7 958 4 A 508.3 4912 4902 |4
10 | FIO91:50 h46.2 1073.4 D 437.2 420.2 M92 |3
11 | 123815 | U619 1220.5 F 3222 305.2 2
12 1412.6 f06.8 1395.6 1394.6 R 1751 1581 1

Gene symbol: LOC382492

Protein name: similar to 40S ribosomal protein S17

Protein accession numbers: 1P100381546,1P100465880,1P100755495,1P100756135,1P100848900
Peptide sequence: (R)DNYVPEVSALDQEIIEVDPDTK(E)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.23 SEQUEST DCn score: 0.4

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1245.0983
Actual minus calculated peptide mass (AMU): -0.004883
b13
100% 248818 AN, +2 H [Parent Ermce: 1.3 ppm
D——N—T——Y—" VTP E—"TW-—T8TATL = —il——E ¥+ D—TPFP7TDO—+T+K
= r:-I-D-Fl—D—{'.'-E-|I—I—i—E—|—IIr—|—D—|t-A-3-\r-E-F-u'-'t-r.l-l::-
2
£ e ie
v 50%1 g pil s 1508.37
= ¥4 ks o8 ¥l b1Tuge1
z P g NEg o1
¥5 b7 Y|3 ‘ yi2
0% | | : | -
o 1000 2000

miz



B| Blons E+2H BaH3 | B-Hzo | am | vins | vezd | wenes | venzo | ﬂ
1] 116.0 980 | D | 24892 | 12451 | 24722 | 24712 |22
2| 2301 2431 | 2121 | W | 23742 | 1187.6 | 23571 | 2356.2 |21
3| 3931 3761 | 3751 | v | 22601 | 11306 | 22431 | 22421 |20
4| 4922 4752 | 4742 | v | 20971 | 1048.0 | 2080.0 | 20791 |13
5| 5893 5722 | 5713 | P | /19980 | 9995 | 1981.0 | 1980.0 |15
§| 7183 | 3597 | 7013 | 7003 | E | 19009 | 951.0 | 18830 | 188289 |17
7 |DB1%4) | 24092 | 8004 | 7994 | v | 17710 | 8865 | 17549 | 175389 |16
5| 0044 | 4527 | 8874 | 8864 | S | 16728 | 8369 | 16558 | 16548 |15
3| 0754 | 4882 | 0584 | 9574 | A | 15858 | 793.4 | 1568.8 | 1567.8 |14
10| IDB8&] | 5448 | 10715 | 10705 | L | 15148 | 7578 | 1497.7 | 14968 |13
11| 12035 | 6023 | 11865 | 11855 | D | 1401.7 | 701.3 | 13847 | 1383.7 |12
12| 1331.6 | 666.3 | 13146 | 13136 | @ | 1286.7 | 6438 | 1260.6 | 12686 |11
13 | MB0Z) | 7308 | 14436 | 14426 | E | /11586 | 5798 | 11416 | 11406 |10
14| 1573.7 | D¥BE4) | 1556.7 | 15567 | 1 | 10295 | 5153 | 10125 | 10115 |4
15 | 16868 | 184397 | 1669.8 | 1668.8 | | 9165 | 4587 | 8994 | 8985 |
16| 18150 | 908.4 | 1798.8 | 17979 | E | 8034 | 4022 | 7864 | 7854 |7
17 | 19149 | 1958.0) | 1897.0 | 18968 | v | 6743 | 337.7 | 657.3 | 6563 |6
15| 2030.0 | 10155 | 20129 | 20120 | D | 5753 5682 | 5573 |5
19| 2127.0 | 10640 | 21100 | 21090 | P | 4602 2432 | 4422 |4
20| 22420 | 11215 | 22250 | 22240 | D | 363.2 346.2 | 3452 |3
21| 23431 | 11720 | 23261 | 23251 | T | 2482 72311 | 2302 |2
20| 24892 | 12851 | 24722 | 247112 | K | 1471 1301 1

Gene symbol: LOC627816

Protein name: similar to protein phosphatase 1, catalytic subunit, gamma isoform isoform 9

Protein accession numbers: 1IP100752131
Peptide sequence: (K)TFTDCFNCLPIAAIVDEK(I)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.21

SEQUEST DCn score: 0.555

Fix modifications: C5: Carbamidomethyl (+57.02), C8: Carbamidomethyl (+57.02)Variable

modifications: None
charge: 2 Observed m/z: 1057.4959
Actual minus calculated peptide mass (AMU): -0.010253
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B| Blons E+2H BNH3 | BHzo | am | vions vaeoH | wenHs | ovihzo | ﬂ
1] 1021 84.0 T | 21140 | 10575 | 2097.0 | 2096.0 |15
2 | 2491 2311 | F | 2013.0 | 1007.0 | 19959 | 19949 |i7
3 | I350EE 3322 | T | 18659 | 9334 | 18489 | 18479 |16
4| 4652 2472 | D | 17648 | 8829 | 1747.8 | 17468 |15
5| 6252 607.2 |C+57 | 16498 | 8254 | 16328 | 1631.8 |14
5| 7723 | 386.7 7543 | F | 14898 | 7454 | 14728 | 1471.8 |13
7| 886.3 | 24437 | 8693 | 8683 | W | 13427 | 6719 | 13257 | 13247 |12
5 | 1046.4 | 523.7 | 1029.3 | 1028.4 |C+57 | 12287 | 6148 | 1211.6 | 1210.7 |11
5| 11595 | 5802 | 11424 | 1141.4 | L | 10686 | 5348 | 1051.6 | 1050.6 |10
10| 12565 | 628.8 | 12395 | 12385 | P 9556 | 4783 | 9385 | 0375 |0
11| 13696 | 6853 | 13526 | 13516 | | 8585 | 4298 | 8415 | 8405 | &
12 | 194016 | 7208 | 14236 | 14226 | A | 74854 | 3732 | 7284 | 7274 |7
13 | A5115F) | O¥56:30 | 14946 | 14937 | A | 6744 | 3377 | 657.4 | 6564 |6
14| 16248 | 8129 | 1607.7 | 1606.7 | | 603.3 586.3 | 5853 |5
15| 17238 | 8624 | 1706.8 | 17058 | v | 4903 4732 | 4722 |4
16| 18389 | 9198 | 18218 | 18208 | D |/ 391.2 3742 | 3732 |3
17| 1967.9 | 9845 | 19500 | 19488 | E 276.2 2581 | 2581 |z
15| 2114.0 | 1057.5 | 2097.0 | 20960 | K | 1471 130.1 1

Gene symbol: LOC630393

Protein name: similar to PRAME family member DJ1198H6.2 isoform 6
Protein accession numbers: IP100623662,1P100667531,1P100848712
Peptide sequence: (R)LDESTTYLLQWAQQR(K)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.23 SEQUEST DCn score: 0.478

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 926.4629

Actual minus calculated peptide mass (AMU): -0.0063456
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B| Blons E+2H BaH3 | BHzo | am | vions vaeoH | wenHs | ovihzo | ﬂ
1] 1141 L | 1851.9 | 9265 | 18349 | 18339 |15
2 [ 2291 2111 | D | 17388 | 8699 | 17218 | 17208 |14
3| 3582 3402 | E | 16238 | 8124 | 1606.8 | 16058 |13
4| 2452 4272 | S | 14848 | 7479 | 1477.7 | 14768 |12
5| 546.2 5282 | T | 1407.7 | 7044 | 13907 | 1389.7 |11
5| 647.3 | 3242 6293 | T | 13067 | 6539 | 1289.7 | 1288.7 |10
7| 8104 | 4057 7923 | v | 12056 | 603.3 | 11886 5
5| 9234 | 4622 9054 | L | 10426 | 5218 | 10255 5
5 [0365 | 5188 10185 | L | 9295 | 4653 | 9125 7
10| 1B46] | 5828 | 11475 | 11466 | @ | 8164 | 4087 | 7994 B
11| 38071 | 6758 | 13336 | 13327 | W | 6884 671.3 5
12 | ma2E | 711.4 | 14047 | 14037 | A |1 5023 4853 4
13 | (15998 | OFF54Y | 15327 | 1531.7 L& 431.2 414 2 3
14 | I6F78 | 839.4 | 1660.8 | 16598 | ¢ |/ 3032 286.2 2
15| 18519 | 9265 | 18349 | 18338 | R | 1751 158.1 1

Gene symbol: LOC668706;L.OC672854

Protein name: similar to 60S ribosomal protein L12

Protein accession numbers: 1P100338838

Peptide sequence: (R)QAQIEVVPSASALIIK(A)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.07 SEQUEST DCn score: 0.634
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 833.9921
Actual minus calculated peptide mass (AMU): 0.001831
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B| Blns E+2H BaH3 | B-Hzo | am | vions | vezd | wenes | venzo | ﬂ
1] 1291 112.0 G | 1667.0 | 8340 | 1650.0 | 1649.0 |16
2| 2001 1831 A | 15380 | 7700 | 1521.9 | 15208 |15
3 | nE2eE N1 G | 14679 | 7344 | 14509 | 1448.9 |14
4 | paa1Es 4242 I | 13398 | 670.4 | 13228 | 13418 |13
5| 570.3 56533 | 5523 | E | 12267 | 6138 | 1200.7 | 1208.7 |12
§ |UBB9AY | 3352 | 6523 | 6514 | v | 108977 | 549.4 | 1080.7 | 1079.7 |11
7| 7684 | 3847 | 7514 | 7504 | v | 9986 | 4998 | 9816 | 9806 |10
5| 8655 | 4332 | 8485 | 8475 | P | 8996 | 4503 | 8825 | 8816 |9
3| 0525 | 4768 | 0355 | 9345 | S | B025 | 4018 | 7855 | 7845 |&
10| 1023.6 | 5123 | 10065 | 10055 | A& | 7155 | 3582 | 6985 | 6975 |7
11| A1106) | 5558 | 10935 | 10926 | S | 6844 | 3227 | 6274 | 6264 |6
12 | 1816 | 5913 | 11646 | 11636 | A | 557.8 540.4 5
13| 1294.7 | 6478 | 1277.7 | 12767 | L | 486.4 4693 4
14 | FEDFE | 7044 1390.8 | 1399.8 | 3r3.3 3563 3
15| 1520.9 | D¥609) | 1503.8 | 15029 | | 260.2 2432 2
16| 1667.0 | 8340 | 16500 | 16490 | K | 147.1 1301 1

Gene symbol: LOC671726;EG666974
Protein name: similar to Proteasome subunit alpha type 5 (Proteasome zeta chain) (Macropain zeta
chain) (Multicatalytic endopeptidase complex zeta chain) isoform 1
Protein accession numbers: 1P100122562,1P100131407,IP100757768
Peptide sequence: (R)AIGSASEGAQSSLQEVYHK(S)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.02

Fix modifications: None
Variable modifications: None
charge: 2

Relative Intensity

SEQUEST DCn score: 0.615

Observed m/z: 981.4853
Actual minus calculated peptide mass (AMU): 0.006226
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B| Blns E+2H B3 | BH2o | am | viens | vean | vas | ovzo | v
1 2.0 A 1962.0 981.5 19449 | 19440 |19
2 1851 | 1890.9 946.0 18739 | 18729 |15
3 2422 G 17778 889.4 17608 | 17598 |17
4 329.2 1.2 5 1720.8 860.9 1703.8 | 17028 |16
g 400.2 822 A 1633.8 7.4 1616.8 | 16158 |13
G A87.3 2441 469.2 5 1562.8 81.9 15457 | 15447 |14
7 616.3 3087 h98.3 E 14757 ¥38.4 1458.7 | 1457.7 |13
a 67r3.3 337.2 655.3 G 1346.7 673.8 13296 | 13287 |12
9 | F844S | 3T2Y T26.3 A 12849.7 645.3 12726 | 12716 |11
10| 8724 436.7 855.4 854.4 G 1218.6 609.8 12016 | 12006 |10
11 | P959:4" | 4802 942 4 941.4 5 1090.5 545.8 10735 | 10725 |9
12| 1046.5 h23.7 10295 | 10285 5 1003.5 h02.3 986.5 9855 |3
13| 1159.6 580.3 11425 | 11415 L 916.5 458.8 899.5 8985 |7
14 | 12876 644.3 12706 | 12696 G 803.4 a402.2 T86.4 854 |6
15 | (14167 | 708.8 139496 | 1398.7 E 675.4 338.2 658.3 B57.3 |3
16| 1514.7 ¥58.4 1498.7 | 14977 W 546.3 73T 529.3 4
17| 1678.8 8399 1661.9 | 16608 Y 447 2 2241 430.2 3
13 | 18159 | 9084 17988 | 1797.8 H 2842 1426 2671 2
19| 1962.0 981.5 19449 | 19440 K 1471 1301 1
Gene symbol: LOC671953

Protein name: similar to Myosin light polypeptide 6

Protein accession numbers:

IP100264053,1P100354819,IP100409817,1P100474757,1P100753099,IP100848866
Peptide sequence: (K)DQGTYEDYVEGLR(V)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.38

Fix modifications: None

Variable modifications: None

charge: 2

Observed m/z: 772.8438

Actual minus calculated peptide mass (AMU): -0.007324

SEQUEST DCn score: 0.545
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B| Blons E+2H BaHs | B-Hzo | am | vions | vezd | wenes | venzo | ﬂ
1] 116.0 980 | D | 15487 | 7728 | 1527.7 | 15626.7 |13
2 | p2agan 2271 | 2261 | @ | 14297 | 7153 | 14126 | 1811.7 |12
3| 3011 2841 | 2831 | G | 13016 | 6513 | 12846 | 12836 |11
4 | pADZ2e 3851 | 3842 | T | 12446 | 6228 | 12275 | 12266 |10
5| 5652 5482 | 5472 | v | 11435 | 5723 | 11265 | 11255 | O
E| 6943 | 3476 | 6772 | 6763 | E | 8805 | 4907 | 9634 | 9625 |&
7| 8093 | 4052 | 7923 | 7913 | D | 8514 | 4262 | 8344 | 8334 |7
5| 0724 | 24867 | 9553 | 9544 | v | 7364 | 3687 | 7194 | 7184 |6
3 | D714 | 5362 | 1054.4 | 1053.4 | v | 573.3 566.3 | 5553 |5
10| F1200:5) | 600.7 | 1183.4 | 11825 | E | 4743 4572 | 4563 |4
11| 1257.56 | 629.3 | 12405 | 12395 | G | 3852 328.2 3
12 | 1370:6) | 6858 | 13535 | 13526 | L | 288.2 271.2 2
13| 1544.7 | 7728 | 1527.7 | 15267 | R | 1751 1581 1

Gene symbol: LOC673608

Protein name: similar to 60S ribosomal protein L27a

Protein accession numbers: IP100754044

Peptide sequence: (K)TGVAPIIDVVR(S)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.14 SEQUEST DCn score: 0.465
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 570.3395
Actual minus calculated peptide mass (AMU): -0.007935
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100%: 1{38.55 AN, +2 H [Parent Errcs: 7.0 ppm
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B| Blns E+2H BaH3 | B-Hzo | am | vions | vezd | wenes | venzo | ﬂ
1 1021 84.0 T | 1139.7 | 5703 | 11227 | M1A.7 |1
2| 1591 1411 | G | 10386 | 5198 | 1021.6 | 10206 |10
3 | n2580 2401 | v | 9816 | 491.3 | 9646 | 9636 |0
4 | pazez F11.2 | A | 8825 | 4418 | 8655 | 8645 |=
s | pazE2 3082 | P | 8115 | 4063 | 7945 | 7935 |7
E| 5393 | 2702 521.3 | | 7145 | 3577 | 697.4 | 6964 |6
7 | Wes24N | 326.7 634.4 | | 601.4 5843 | 5834 |5
5| 767.4 | 3842 7494 | D | 4883 4713 | 4703 |4
3| 8665 | 4338 8485 | v | 3733 356.2 3
10| D656 | 483.3 9476 | v | 2782 757 2 2
11| 1139.7 | 5703 | 11227 | 11217 | R | 1751 1581 1




Gene symbol: LOC675088;EG621100;Rpl27;LOC669376

Protein name: 60S ribosomal protein L27

Protein accession numbers: 1P100122421,1P100626531,1P100674087
Peptide sequence: (K)NIDDGTSDRPYSHALVAGIDR(Y)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.32 SEQUEST DCn score: 0.614

Fix modifications: None

Variable modifications: None

charge: 3 Observed m/z: 758.039

Actual minus calculated peptide mass (AMU): 0.005371

1“0% _*a.l.{\'z’h' FET1.09 AMLU, +3 H [Parent Errod- 2.4 ppm
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B| Blons E+2H B3 | BH2o | am | vins | vean | vaws | vzo | v
1 1151 93.0 N 2721 1136.5 22551 22541 |
2 2281 111 | 21581 1079.5 241.0 211400 |20
3 3432 3261 3252 D 2045.0 1023.0 20279 20270 |19
4 458 2 4412 4402 D 19299 965.5 19129 1911.9 |13
5 5152 498 2 AQ7. 2 G 18149 908.0 1797.9 1796.9 |17
G B16.3 3086 5992 598 3 T 17579 8795 17409 17399 |15
7 703.3 3522 686.3 6853 s 1656.9 8289 1639.8 1638.8 |15
g 818.3 AD9F 801.3 800.3 D 1569.8 7854 1552.8 1551.8 |14
q ar4.4 AT ¥ 957 4 956.4 R 14548 279 1437.8 1436.8 |13
10| 10715 h36.2 1054.4 1053.5 P 1298.7 6499 1281.7 1280.7 |12
11 | F2345 B17.8 1217.5 1216.5 Y 1201.6 601.3 1184.6 11836 |11
12 | 3216 | U6613 13045 1303.6 s 1038.6 5198 1021.5 1020.6 |10
13| 14586 | 07298 1441.6 1440.6 H 951.5 A76.3 934 5 9335 |9
14 | 1529.7 | ITE53 1512.6 1511.7 A 8145 ADY.¥ T97.5 f965 |3
15| 1642.8 | 78219 1625.7 16247 L 7434 522 T26.4 254 |7
165 1741.8 | T8F1 48 1724.8 1723.8 W 6304 Ma7 613.3 B124 |5
17 1812.9 | 79069 17958 1794.8 A 531.3 5143 33 |5
18| 18699 | 79354 18529 1851 9 G 460.3 443 2 A422 |4
19| 1983.0 992.0 19659 1965.0 | 403.2 386.2 3852 |3
20| 2098.0 | 10495 | 2081.0 2080.0 D 290.2 2731 2721 2
M| 22721 1136.5 22551 22541 R 1751 1581 1

Gene symbol: LOC675151;0gdhl
Protein name: oxoglutarate dehydrogenase-like



Protein accession numbers: 1P100342603,I1P100749952,1P100755352,I1P100756987
Peptide sequence: (R)LPTTTFIGGPENTLSLR(E)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.11 SEQUEST DCn score: 0.591

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 908.9913

Actual minus calculated peptide mass (AMU): -0.0063456

1“0% ¥ ﬂ 181597 Al +2 H [Parent Emor: 3.8 ppm
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B| Blons E+2H B3 | BHzo | A | wions | wed | vawms | vizo | v
1 1141 L 1817.0 909.0 1800.0 | 1799.0 (17
z 2111 P 1703.9 852.5 1686.9 | 16859 (16
3 i 3 A 2942 T 1606.8 8039 1589.8 | 1588.8 |15
4 413.2 3952 T 1505.8 7534 1488.8 | 14878 |14
s | SR 196.3 T 1404.8 029 1387.7 | 1386.7 |13
& | PBE124T 331.2 643.4 F 1303.7 6524 1286.7 | 12857 |12
7 | S IBT.T 6.4 | 1156.6 788 1139.6 | 11386 |11
a | me31sy 416.2 813.58 G 1043.5 h22.3 1026.5 | 102558 |10
9 | 8885 444 8 870.5 G 986.5 4938 969.5 9685 |3
10 | P985S 4933 967.5 P 929.5 465.3 91245 M15 |5
11| 1114.6 h57.8 1096.6 E 8325 MB.7F 8154 8144 |7
12| 1228.6 614.8 1211.6 | 12106 N 703.4 3522 686.4 6854 |6
13 | (3297 6653 13126 | 1311.7 T H89.4 5723 AF1.4 |5
14 | 4428 f21.9 1425.7 | 14247 L 488.3 471.3 4703 |4
15 | 152908 f65.4 15128 | 1511.8 s 3rs.2 358.2 3ar2 |3
16| 1642.9 8219 16258 | 16249 L 288.2 2r1.2 2
17| 1817.0 909.0 1800.0 | 1799.0 R 1751 1581 1

Gene symbol: LOC675789;Rpl24;EG668829

Protein name: similar to ribosomal protein L24

Protein accession numbers: 1P100134202,1P100323806,1P100762051
Peptide sequence: (R)AITGASLADIMAK(R)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.04 SEQUEST DCn score: 0.625

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 631.3457



Actual minus calculated peptide mass (AMU): 0.0008545

1na% L 1260.68 AMU, +2 H [Parent Enor- 0UGE ppm
8, —F 1 —r—ta—+—A—+—as—+—1—1~_+5 £ 1 —M——a— K
= K ey ==} M e D e ——, +—g ——a—g—+—T7— 1 —
&
.E y1142H
o 50%7 ¥ bl 3-MH3{H202H
= S ETIH b10
E i 457.@?55?-3?3-3‘ ¥e - yo-nra e ¥11
Ll | il
i ! I : | .
v] 250 500 TE0 1000 1250
miz

B| Buons | Bed | Bnmz | BHeo | A | viens | vean | vas | vezo | v
1 720 A 1261.7 631.4 12447 | 12437 |13
2| 1851 1 11807 5958 11736 | 11726 (12
3| 2862 268.2 T 10776 539.3 10605 | 10595 |11
4 | IESNaEE 3252 G 976.5 488.8 9549.5 958.5 |10
5| 4142 J96.2 A 919.5 460.3 9025 9015 |49
6 | 60130 | 2511 483.3 s 848.5 4247 831.4 8304 | s
7| UBTaEE | 3077 5963 L 761.4 381.2 7a4.4 7434 |7
g | 6854y | 343.2 66T 4 A 648.3 3247 631.3 6303 |G
9| 8004 400.7 7824 D h¥7.3 h60.3 5583 |5
10 | 913550 | 4673 8495 5 1 4623 445 3 4
11 | FID4455 | 522.8 1026.5 [ 3492 3322 3
12| 1115.6 558.3 10976 A 2182 2011 2
13| 1261.7 631.4 12447 | 12437 K 147 1 1301 1

Gene symbol: LOC676847;EG639162

Protein name: similar to ribosomal protein S15a

Protein accession numbers: 1P100113394,1P100230660,1P100749889,IP100849692
Peptide sequence: (K)HGYIGEFEIIDDHR(A)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.72 SEQUEST DCn score: 0.589

Fix modifications: None

Variable modifications: None

charge: 3 Observed m/z: 567.6024

Actual minus calculated peptide mass (AMU): -0.011954
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B| Blns E+2H BaH3 | B-Hzo | am | vions | vezd | wenes | venzo | ﬂ
1] 1381 | 69.5 H | 17008 | 8509 | 16838 | 16828 |14
2 1951 | 98.0 G | 1563.7 | 78248 | 1546.7 | 15457 |13
3 | 1358:20 | 1796 Y | 15067 | 7539 | 1489.7 | 1488.7 |12
4 | DAT2Y | 2361 | | 13437 | 6723 | 13266 | 13257 |11
5 |528137 | 264.6 G | 12306 | 6158 | 12135 | 12126 |10
& | BST3Y | 3202 6393 | E | 11735 | 5873 | 11565 | 11555 |3
7 | 8Dadn | 4027 7864 | F | 10485 | 5228 | 10275 | 10265 |5
5 |18334 | 4672 9154 | E | 897.4 | 4492 | 8804 | 8794 |7
3 [ 0265 | 152380 10285 | | 7684 | 3847 | 7514 | 7504 |6
10| 115961 | 580.3 11416 | | 6553 | 3282 | 6383 | 6373 |5
1 637.8 12566 | D | 5822 | 2716 | 5262 | 5242 |4
12 | FI38916) | B9S2 13716 | D | 4272 | 2141 | 4102 | 4092 |3
13| 1526.7) | 763.9 15087 | H | 3122 | 1566 | 2052 2
14| 1700.8 | 85089 | 1683.8 | 16828 | R | 1751 158.1 1

Gene symbol: LOC677429;9630033F20Rik

Protein name: Uncharacterized protein C12o0rf5 homolog
Protein accession numbers: 1P100227451

Peptide sequence: (K)IIQGQGVDAPLSETGFR(Q)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.18 SEQUEST DCn score: 0.488
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 894.4644
Actual minus calculated peptide mass (AMU): -0.008423
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B E+2H BNH3 | BHzo | as | vions vaeoH | wenHs | vihzo | ﬂ
1 I | 17879 | 8945 | 17709 | 17699 |17
2 I | 16749 | 8379 | 1657.8 | 1656.8 |15
3 338.2 @ |/1561.8 | 781.4 | 15447 | 15438 |15
4 385 2 G |14337 | 717.4 | 1416.7 | 18157 |14
5 5233 @ |1376.7 | 688.8 | 1359.7 | 1358.7 |13
5 2002 | 580.3 G |/12486 | 6248 | 12316 | 12306 |12
7 348.7 | 679.4 v |/1191.6 | 5963 | 11746 | 11736 |11
5 U40B:20 | 7944 | 7934 | D | 10925 | 5468 | 10755 | 10745 |10
3 2417 | 8654 | 8645 | A | 9775 | 4893 | 9605 | 9595 |a
10 2003 | 9625 | 9615 | P 9065 | 4537 | 8894 | 8885 | &
11 546.8 | 10756 | 10746 | L | 8094 | 4052 | 7924 | 7914 |7
12 5003 | 11626 | 11616 | S | 6963 | 3487 | 679.3 | 6783 |&
13 6548 | 1291.7 | 1290.7 | E 609.3 5823 | 5813 |5
14 WT0540 | 13927 | 13917 | T |/ 4803 4632 | 4623 |4
15 7338 | 14497 | 14487 | G | 3792 362.2 3
16 807.4 | 15968 | 15958 | F | 3222 305.2 2
17 8945 | 17709 | 17688 | R | 1751 158.1 1

Gene symbol: Lrpapl

Protein name: Alpha-2-macroglobulin receptor-associated protein precursor
Protein accession numbers: 1P100469307

Peptide sequence: (K)IQEYNVLLDTLSR(A)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.2 SEQUEST DCn score: 0.354

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 782.4194

Actual minus calculated peptide mass (AMU): -0.007568
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B| Blons E+2H B3 | BH2o | am | viens | vean | vas | ovzo | v
1 1141 | 1563.8 824 1546.8 | 15458 |13
2 2422 2251 G 1450.8 259 1433.7 | 14327 |12
3 | A 354.2 353.2 E 13227 661.9 1305.7 | 13047 |11
4 534.3 517.2 5%16.3 Y 1193.7 h97.3 M76.6 | 11756 |10
g 648.3 631.3 630.3 N 1030.6 515.8 10136 | 10126 |9
6 | OF4TAS | 3742 730.3 ¥29.4 W 916.6 458.8 899.5 8985 |3
7 | BB0SY | 4307 843.4 8424 L 8175 409.2 800.5 995 |7
8 | IOEaSN 487 3 956.5 955.5 L 704.4 3”2 T 687.4 6864 |6
9 | 1088.6 h44.8 1071.5 | 10705 D 591.3 574.3 A73.3 |3
10| 1189.6 595.3 M"M726 | 11716 T 47T6.3 459 3 4583 |4
11 | FI3023F | 651.9 12857 | 12847 L ara.2 358.2 I_T.2 |3
12 | 13895 695.4 13727 | 1371.7 5 2621 2451 2441 2
13| 1563.8 824 1546.8 | 15458 R 1751 1581 1
Gene symbol: Lrrc59
Protein name: Leucine-rich repeat-containing protein 59
Protein accession numbers: IP100123281,1P100653744
Peptide sequence: (R)LVTLPVSFAQLK(N)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.5 SEQUEST DCn score: 0.433
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 658.4033
Actual minus calculated peptide mass (AMU): -0.0003662
L
100%: 131#.78 AR, +2 H (Parent Ermce: .0.28 ppm
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B| Bions | BeaH BNH3 | BHzo | am | vions veoH | wenHs | vihzo | ﬂ
1 1141 L 1315.8 658.4 12988 | 12978 |12
2 | EaEs W 12027 601.9 11857 | 11847 |11
3 | s 296.2 T 1103.7 h52.3 1086.6 | 10856 |10
4 | pa2Tae 409.3 L |/10026 | 5018 | 9856 | 9846 |9
g 524.3 a06.3 P 889.5 445 3 8725 8715 | &
6 | PE234° 22 605.4 W 7925 J96.7 fra.4 fT45 |7
7 f10.5 3557 692.4 5 693.4 3472 6F6.4 6754 |6
g | WBS¥S 4293 8395 F 6064 589.3 5
9 | 19286 4164.8 1710.5 A 459 3 4432 3 4
10| 1056.6 h28.8 10396 | 10386 G 388.3 ar1.2 3
11| 11697 h85.4 1527 | 1151.7 L 260.2 243.2 2
12| 1315.8 658.4 12988 | 12978 K 1471 1301 1




Gene symbol: Lsm1l

Protein name: U6 snRNA-associated Sm-like protein LSm1
Protein accession numbers: 1P100121579

Peptide sequence: (R)SIDQFANLVLHQTVER(I)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.41 SEQUEST DCn score: 0.625
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 935.4913
Actual minus calculated peptide mass (AMU): -0.007568
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B| Blons E+2H B3 | BH2o | am | vins | vean | vas | ovezo | v
1 83.0 70.0 s 1870.0 935.5 1853.0 1852.0 |16
2 2011 1831 | 1783.0 892.0 17659 1764.9 |15
3 MNB6.2 2981 D 1669.9 8354 1652.8 1651.9 |14
4 444 2 427 2 A26.2 o 15548 fri g 1537.8 1536.8 |13
5 H591.3 5743 733 F 1426.8 139 1409.8 1408.8 |12
G 6623 3T 6453 6443 A 1279.7 6404 1262.7 1261.7 |11
7 If6.4 || 3887 7593 584 [ 1208.7 604.8 1191.7 1190.7 |10
g 889.4 A45 2 8r2.4 8r1.4 L 1094.6 hR47.8 1077.6 1076.6 |9
q 938.5 494 8 9r71.5 970.5 W 931.6 491.3 964.5 9635 |3
10| 1101.6 551.3 1084.6 1083.6 L 8825 A41 7 865.5 8645 |7
11 | FI2380F 6198 121.6 1220.6 H 769 4 3852 7524 514 |5
12 | 366 6339 1349.7 1348.7 o 632.3 6153 B143 |5
13| 1467.8 f34.4 14507 14498 T 504.3 487 3 4863 |4
14 | 1566.8 839 15498 1548.8 W 403.2 386.2 3852 |3
15 | FIG95.90 8484 1678.8 16779 E 304.2 2871 2862 |2
16| 1870.0 935.5 1853.0 1852.0 R 1751 1581 1

Gene symbol: Lsm14b

Protein name: LSM14 protein homolog B

Protein accession numbers: 1P100229470

Peptide sequence: (R)YEGILYTIDTDNSTVALAK(V)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2 SEQUEST DCn score: 0.585
Fix modifications: None



Variable modifications: None
charge: 2 Observed m/z: 1044.0276
Actual minus calculated peptide mass (AMU): -0.007568

1“0% ¥ 1 20856 04 AR, +2 H [Parent Emoe: <18 ppm
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B| Blns E+2H B3 | BH2o | am | vins | vean | vas | ovzo | v
1 1641 Y 20871 1044.0 2070.0 2069.0 |19
2 2931 2ra1 E 1924.0 962.5 1907.0 1906.0 |13
3 3501 3321 G 1795.0 898.0 17779 1776.9 |17
4 | 46320 A45 2 | 17379 869.5 17209 1719.9 |15
5 576.3 5583 L 1624.8 8129 1607.8 1606.8 |15
6 | BF394 3702 f21.4 b 1511.8 56.4 14947 1493.8 |14
7 840.4 A20.7 8224 T 1348.7 6ra.9 1331.7 1330.7 |13
g | Pe5357 ATT.3 935.5 | 1247.7 6243 1230.6 12296 |12
9 | 0685 h34.8 1050.5 D 1134.6 A67.8 1117.5 1116.5 |11
10| 1169.6 5853 1151.6 T 1019.5 5103 1002.5 1001.5 |10
11 | 1284.6 G428 1266.6 D 9185 459 8 901.5 9005 |9
12| 1398.6 699.8 1381.6 1380.6 N 803.5 AD2.2 786.4 855 |3
13| 14857 433 1468.7 1467.7 s 639 4 3452 6r2.4 Br1.4 |7
14 | 1586.7 939 1569.7 1568.7 T 6024 1.7 7854 844 |5
15 | FIG858° 8434 1668.8 1667.8 W 501.3 4834 3 5
16 | FIF 56280 8789 1739.8 1738.8 A 402.3 385.3 4
17 | 186919 | 79355 18529 1851.9 L 331.2 4.2 3
18 | 194100 971.0 19239 19229 A 2182 2011 2
19| 20871 1044.0 2070.0 2069.0 K 1471 1301 1

Gene symbol: Lsm2

Protein name: SnRNP core Sm protein homolog Sm-X5

Protein accession numbers: 1P100136054,1P100461314

Peptide sequence: (R)YVQLPADEVDTQLLQDAAR(K)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.57 SEQUEST DChn score: 0.681
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1073.0425
Actual minus calculated peptide mass (AMU): -0.005859
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Gene symbol: Lsm3

Protein name: U6 snRNA-associated Sm-like protein LSm3
Protein accession numbers: 1P100230388

Peptide sequence: (R)GDGVVLVAPPLR(V)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.62 SEQUEST DCn score: 0.589
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 596.8527
Actual minus calculated peptide mass (AMU): -0.008057
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Gene symbol: Lsm4

Protein name: 13 days embryo liver cDNA, RIKEN full-length enriched library,
clone:2510005B08 product:U6 snRNA-associated SM-like protein 4, full insert sequence
Protein accession numbers: 1P100134784

Peptide sequence: (R)IPDEIIDMVR(E)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.1 SEQUEST DCn score: 0.467

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 600.8154

Actual minus calculated peptide mass (AMU): -0.0070758
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Gene symbol: Ltb4dh

Protein name: NADP-dependent leukotriene B4 12-hydroxydehydrogenase
Protein accession numbers: 1P100131887

Peptide sequence: (R)TGPCPQGPAPEVVIYQQLR(M)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.06 SEQUEST DCn score: 0.639

Fix modifications: C4: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 1055.5388

Actual minus calculated peptide mass (AMU): -0.005859
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Gene symbol: Lyrm4

Protein name: LYR maotif-containing protein 4

Protein accession numbers: 1P100169804

Peptide sequence: (K)NVKDPVEIQALVNK(A)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.01 SEQUEST DChn score: 0.592
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 783.9481
Actual minus calculated peptide mass (AMU): 0.0028056

h7-MH3-NH

100% 156588 AﬂJ +2 H [Parent Error- 1.8 ppm
N ——V K —t—0 ——p ——y —+—E - |—t—0 —A L —t— —
= K H v LAt v —D——% W M
g Yib
& b4 yB
= :
E 50%7 bl P . 1L Sy YR By
2 pagent-HH
- . . inkdraal P i -HI0 11p4 3420 ?
3 PSS o (G {
4 E rr | b13
0% & d : L.
v} 250 00 750 1000 1250 1500

mfz




B| Blons E+2H BaHs | B-Hzo | am | vins | vezd | wenes | venzo | ﬂ
1] 1151 98 0 N | 15669 | 7840 | 1549.0 | 15489 |14
2| 2141 1971 Vv | 14528 | 72689 | 14358 | 14348 |13
3| 3822 | 1716 | 3252 K | 13538 | G778 | 13368 | 13358 |12
4 |D@5720 | 2201 | 4402 | 4392 | D | 12257 | 6133 | 1208.7 | 1207.7 |11
5| %543 | 277.7 | 5373 | 5363 | P | 1110.7 | 5558 | 1093.6 | 10926 |10
E| 6534 | 3272 | 6363 | 6354 | v | 10136 | 507.3 | 9966 | 9956 |9
7| 7824 | 3917 | 7654 | 7644 | E | 8185 | 4578 | 8975 | 8965 |&
5| 8955 | 4483 | 8785 | 8775 | | 7855 | 3933 | 7685 7
5 [AD236) | 5123 | 10065 | 10055 | @ | 6724 | 3367 | 6554 g
10| 1094.6 | 547.8 | 1077.6 | 10766 | A | 5384 5273 5
11| 2077 | 6043 | 11906 | 11897 | L | 4733 456.3 4
12 | M306.7) | 6539 | 1289.7 | 12887 | v | 360.2 3432 3
13| 420:8 | 7109 | 1403.8 | 12028 | N | 261.2 2441 2
14| 1566.9 | 7840 | 15400 | 15488 | K | 147.1 1301 1

Gene symbol: Lyz

Protein name: Lysozyme C type P precursor

Protein accession numbers: 1P100113427

Peptide sequence: (R)STDYGIFQINSR(Y)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.06 SEQUEST DCn score: 0.549
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 700.8396
Actual minus calculated peptide mass (AMU): -0.009644
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Gene symbol: Mad2I1

Protein name: Mitotic spindle assembly checkpoint protein MAD2A

Protein accession numbers: 1P100323422

Peptide sequence: (K)WEESGPQFITNCEEVR(L)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.02 SEQUEST DCn score: 0.579

Fix modifications: C12: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 990.9389

Actual minus calculated peptide mass (AMU): -0.006104
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Gene symbol: Magmas

Protein name: Mitochondrial import inner membrane translocase subunit TIM16
Protein accession numbers: 1P100133167,1P100762013

Peptide sequence: (R)AGHQSAAASNLSGLSLQEAQQILNVSK(L)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.68 SEQUEST DCn score: 0.558

Fix modifications: None



Variable modifications: None
charge: 3 Observed m/z: 908.1392
Actual minus calculated peptide mass (AMU): -0.01001
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Gene symbol: Maprel

Protein name: Microtubule-associated protein RP/EB family member 1

Protein accession numbers: 1P100117896

Peptide sequence: (R)NIELICQENEGENDPVLQR(I)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.94 SEQUEST DCn score: 0.71

Fix modifications: C6: Carbamidomethyl (+57.02)Variable modifications: None



charge: 2 Observed m/z: 1135.5449
Actual minus calculated peptide mass (AMU): 0.009522
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Gene symbol: Mapre2

Protein name: Isoform 1 of Microtubule-associated protein RP/EB family member 2
Protein accession numbers: 1P100403682,1P100474073

Peptide sequence: (R)EIELLCQEHGQENDDLVQR(L)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.27 SEQUEST DCn score: 0.632

Fix modifications: C6: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 1163.0397

Actual minus calculated peptide mass (AMU): -0.006836
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Gene symbol: Mif

Protein name: Macrophage migration inhibitory factor

Protein accession numbers: 1P100230427

Peptide sequence: (R)ASVPEGFLSELTQQLAQATGK(P)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.17 SEQUEST DCn score: 0.556
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1088.0715
Actual minus calculated peptide mass (AMU): 0.005371
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B| Blns E+2H BaHs | B-Hzo | am | vins | vezd | vawns | vezo |J
1 2.0 A M751 10881 21581 571

2 1591 1411 s 21041 1052.5 20871 20861 2EI
3 2581 2401 W 20171 1009.0 2000.0 1999.1 |19
4 3552 337.2 P 1918.0 959 5 1901.0 1900.0 |13
S| agas A66.2 E 18209 911.0 1303.9 18029 |17
G 541.3 2711 233 G 1691.9 846.5 1674.9 1673.9 |15
7 | PBB83T 3447 6703 F 1634.9 8179 1617.9 16169 |15
g | Pesgs A01.2 834 L 1487.8 f44.4 1470.8 1469.8 |14
q 888.5 444 F 870.4 S 1374.7 B37.9 1357.7 1356.7 |13
10 | FI0AFS 5093 999 5 E 1287.7 6444 1270.7 12697 |12
11 | 1130.6 5658 11126 L 1158.7 798 1141.6 1140.6 |11
12 12316 B616.3 1213.6 T 10456 5233 1028.5 1027.5 |10
13| 1359.7 6803 13427 1341.7 L} ga4. 5 A72 8 9275 9265 |9
14 | FI48FF f44.4 1470.7 1469.7 L} B816.5 ADB.¥ 799 4 f985 |z
15| 1600.8 8009 1583.8 1582.8 L 688.4 3447 671.4 6r04 |7
16 | FIGF1I9 836.4 1654.8 1653.9 A 753 2882 558.3 573 |6
17 | FIF99:90 q00.5 17829 1781.9 o 504.3 487 3 4863 |5
18 | FH8F1I0 936.0 18539 18529 A 376.2 3592 /82 |4
19 | 97200 986.5 189550 1954.0 T 305.2 288.2 2872 |3
20| 2029.0 1015.0 2012.0 2011.0 G 2041 1871 2
M| 751 10881 21581 e T | K 1471 1301 1

Gene symbol: MlIt4

Protein name: myeloid/lymphoid or mixed lineage-leukemia translocation to 4 homolog isoform 1
Protein accession numbers: 1P100137836,IP100660193,1P100753111,1P100845596

Peptide sequence: (R)TQDATGPELILPASIEFR(E)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.21 SEQUEST DCn score: 0.301

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 979.5111

Actual minus calculated peptide mass (AMU): -0.009522
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B| Blons | Be2H | BwH3 | Bhzo | s | vions | vesn | v | vizo | v
1 1021 84.0 T 1958.0 9795 1941.0 | 19400 |18
2 2301 2131 2121 4] 1857.0 9290 18400 | 1839.0 |17
3 3451 3281 3271 D 17289 865.0 17119 | 17109 |16
4 416.2 3992 398.2 A 1613.9 807.5 15969 | 15959 |15
g M7z H00.2 4992 T 15429 ffr1.9 15258 | 15248 |14
G a74.3 2876 hav.2 hh6.2 G 1441.8 ¥21.4 14248 | 14238 |13
7 671.3 336.2 654.3 6533 P 1384.8 6929 1367.8 | 1366.8 |12
a 800.3 4007 7833 7823 E 1287.7 G644 4 12707 | 1269.7 |11
9 | 9134 | 4572 896 4 895 4 L 1158.7 H799 11417 | 1140.7 |10
10 | FID26257 | 513.8 10095 | 1008.5 | 10456 5233 10286 | 10276 |19
11 | 139067 | 570.3 1M1226 | 11116 L 9325 166.8 915456 M45 |3
12 | EI2365E 618.8 12196 | 12186 P 8194 4102 802 4 g01.4 | v
13| 1307.7 654 4 12907 | 1289.7 A 7224 J61.7 705 4 f04.4 |6
14 | 39457 | 6979 1377.F | 13767 s 651.4 634.3 6333 | s
15| 1507.8 7h4d.4 14908 | 14898 | h64.3 h47.3 63T |4
16 | 636287 | 8189 1619.8 | 1618.8 E 451.2 4342 4332 |3
17| 1783.9 8925 17669 | 17659 F 3222 305.2 2
13| 1958.0 9795 1941.0 | 1940.0 R 1751 1581 1

Gene symbol: Mtap

Protein name: S-methyl-5-thioadenosine phosphorylase

Protein accession numbers: 1P100132096

Peptide sequence: (K)IGIIGGTGLDDPEILEGR(T)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.45 SEQUEST DChn score: 0.662
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 912.9919
Actual minus calculated peptide mass (AMU): 0.004761
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1| 1141 I | 18250 | 913.0 | 1807.9 | 1807.0
2| 1711 G | 17118 | 8565 | 16949 | 16939 1?
3| 2842 | | 1654.9 | 827.8 | 1637.8 | 16369 |1t
4| 397.3 I | 1541.8 | 771.84 | 15248 | 15238 |15
5| 4543 G | 14287 | 7148 | 1811.7 | 1410.7 |14
5| 511.3 | 256.2 G | 3717 | 6863 | 1354.7 | 1353.7 |13
7 |pB12:4% | 306.7 5944 | T | 13147 | 657.8 | 1297.6 | 12966 |12
5 | IBB94N | 335.2 6514 | G | 12136 | 607.3 | 11966 | 11956 |11
9 | IF8250 391.7 f64.5 L 1156.6 788 1139.6 11386 |10
10 | NB9TFET 449 3 8ra9.5 D 1043.5 h22.3 1026.5 102545 | 9
1 | A12S H06.8 994.5 D 928.5 4647 911.5 M05 |5
12| 1109.6 5553 1091.6 P 813.5 407.2 T96.4 f954 |7
13 | (23860 619.8 1220.6 E f16.4 3587 699.4 6984 |5
14 | 35128 B76.4 1333.7 | h87.4 5703 A69.3 |5
15 | FI464:8° 329 1446.8 L 4743 457 2 456.3 |4
16 | 15938 f97.4 1575.8 E 361.2 3442 3432 |3
17| 16509 8259 1632.9 G 2321 2151 2
18| 1825.0 913.0 1807.9 1807.0 R 1751 1581 1

Gene symbol: Mtmrl14

Protein name: Myotubularin-related protein 14 precursor
Protein accession numbers: 1IP100396726

Peptide sequence: (R)FVCPVILFK(G)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2 SEQUEST DCn score: 0.472
Fix modifications: C3: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 561.8202
Actual minus calculated peptide mass (AMU): -0.006226
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B| Blons E+2H BaHs | B-Hzo | am | vions | vezd | wenes | venzo | ﬂ
1] 1481 F | 11226 | 561.8 | 11056 g
2 | . Vv | 89756 | 4883 | 9585 5
3 | pA072 C+57 | 8765 | 4388 | 8595 7
4| 5042 P | 7165 | 3587 | 699.4 g
5| 603.3 v | 619.4 602 4 5
6 | IF1640 | 3587 I 5204 5033 4
7 [pB298my | 8152 L | 4073 390.2 3
5 |N976S | 4888 F |12942 277.2 )
3 11226 | 561.8 | 11056 K | 1471 1301 1

Gene symbol: Nans

Protein name: N-acetylneuraminic acid synthase

Protein accession numbers: 1P100114925

Peptide sequence: (K)GSDHSASLEPGELAELVR(S)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.44 SEQUEST DCn score: 0.627
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 933.9626
Actual minus calculated peptide mass (AMU): -0.002564
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1 H8.0 G 18669 9340 18499 | 18489 |18
2 1451 1271 s 18099 905.5 17929 | 17919 |17
3 2601 2421 D 17229 861.9 17058 | 17049 |16
4 397.2 1991 3791 H 1607.8 804 4 15908 | 15898 |15
5| EERE | 2426 4662 s 14708 7359 1453.8 | 14528 |14
6 | PB552% | 2781 537.2 A 1383.8 692 4 1366.7 | 1365.7 |13
7 6423 3216 624.2 s 13127 656.9 12957 | 12947 |12
g | ¥553° | 3782 ¥37.3 L 12257 6133 1208.7 | 1207.7 |11
9 | 8844y | 4427 8664 E 11126 556.8 10956 | 10946 |10
10| 981.4 491.2 963 4 P 9836 4923 966.5 9655 |9
11 | FI03855 | 51850 1020.4 G 886.5 4438 869.5 8685 |3
12 | FIT6FS] | 584.3 11495 E 829.5 4152 8125 8115 |7
13| 12806 640.8 12626 L 7004 3507 6834 6824 |6
14 | 13510671 | 676.3 13336 A hB87 4 5703 %693 | s
15 | F148007 | 740.8 14627 E 563 4993 4983 |4
16| 1593.7 797 4 1575.7 L 387.3 3703 3
17| 1692.8 8469 1674.8 v 2742 287.2 2
13| 1866.9 9340 18499 | 18489 R 1751 1581 1




Gene symbol: Nat14

Protein name: Adult male olfactory brain cDNA, RIKEN full-length enriched library,
clone:6430557009 product: LEUCINE-ZIPPER-LIKE PROTEIN 1 homolog

Protein accession numbers: 1P100225865

Peptide sequence: (R)GSGDVCGVLALAPGANVGDGAR(V)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.6 SEQUEST DChn score: 0.672

Fix modifications: C6: Carbamidomethyl (+57.02)Variable modifications: None

charge: 2 Observed m/z: 1006.9979

Actual minus calculated peptide mass (AMU): 0.005371
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B| Blons E+2H B3 | BH2o | am | vins | vean | vas | ovezo | v
1 58.0 G 2013.0 1007.0 1996.0 1995.0 |22
2 1451 1271 s 1956.0 9785 1938.9 1938.0 |21
3 2021 1841 G 1868.9 935.0 18519 1850.9 |20
4 | TSN 2991 D 13119 906.5 1794.9 1793.9 |19
5 ME6.2 3982 W 1696.9 8489 1679.9 1678.9 |13
G 576.2 2886 K82 | Ca+5F | 15978 f99.4 1580.8 1579.8 |17
7 633.2 M7 B15.2 G 1437.8 f19.4 1420.8 1419.8 |16
g | RSN 366.7 143 W 1380.8 6909 1363.7 1362.8 |15
9 | 8454 4232 8274 L 1281.7 641.4 1264.7 1263.7 |14
10 | DO1T64° A58 7 898 4 A 1168.6 348 1151.6 1150.6 |13
11 | 10295 5153 1011.5 L 1097.6 493 1080.5 1079.6 |12
12 | FAIT003SY 550.8 1082.5 A 934 5 492 8 967.5 9665 |11
13| 1197.6 599 3 1179.6 P 913.5 A57.2 896.4 8954 |10
14 | FI25416° B627.8 1236.6 G 816.4 ADB.¥ 799.4 f98.4 |9
15 13267 B63.3 1307.6 A 7594 3802 T42.4 f41.4 |3
16 | F439:7 204 14227 14M1.7 [ 6388.3 3447 671.3 BF03 |7
17| 1538.8 | 7699 1511.7 1520.8 W 5743 2877 ’57.3 63 |5
18| 15958 f98.4 1578.8 15778 G 475 2 458 2 A57.2 |5
19 | FIF10CE 8559 1693.8 1692.8 D 4182 401.2 ADD.2 |4
20| 1767.8 834 4 1750.8 1749.8 G 303.2 286.2 3
| 18389 9199 1321.8 1820.9 A 246.2 2291 2
22| 2013.0 1007.0 1996.0 1995.0 R 1751 1581 1

Gene symbol: Nbeal2
Protein name: mKIAA0540 protein
Protein accession numbers: 1P100421222,1P100675407



Peptide sequence: (K)SSEDRMERNAVAAFLLMLR(N)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.5 SEQUEST DCn score: 0.328
Fix modifications: None

Variable modifications: M17: Oxidation (+16.00)

charge: 3 Observed m/z: 742.3746
Actual minus calculated peptide mass (AMU): -0.008789
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B| Buons | Ben | Bnmz | BHeo | A | viens | vean | vas | vezo | v
1 88.0 ¥0.0 s 22251 | 11131 | 22081 | 22071 |19
21 1¥541 1571 s 21381 (10695 | M1 | 201 18
0 2861 E 20511 | 1026.0 | 2034.0 | 2033.0 17
4 | e 4011 D 1922.0 961.5 19050 | 1904.0 (1B
5| 5¥52 2881 h58.2 557.2 R 1807.0 904.0 17900 | 1789.0 15
£ | IFO63Y | 3537 689.3 688.3 U 1650.9 826.0 16339 | 16329 (14
7 | 835130 | TEe2 8183 #17.3 E 1519.8 F60.4 15028 | 1501.8 (13
g | FO914Y | 4962 974 4 9734 R 1390.8 6959 1373.8 12
9 | 110515 | "553:27 | 10884 | 1087.5 N 1234.7 G179 1217.7 11
10 | FIIFGSSY | °588280 | 1159.5 | 1158.5 A 1120.7 560.8 1103.6 10
11| 12756 638.3 12585 | 12576 v 1049.6 5253 10326 q
12 | FI346I6° | WBF318Y | 13296 | 13286 A 950.6 475.8 933.5 a8
13 14177 | 0F0937 | 14006 | 1399.6 A 879.5 440.3 8625 7
14| 15647 78249 1547.7 | 1546.7 F 808.5 404.7 791.5 g
15| 16778 | 7839340 | 16608 | 1659.8 L G61.4 G444 5
16| 17909 | 7896100 | 17739 | 17729 L 548.3 531.3 4
17 19379 | F969:5Y | 19209 | 19199 mM+16| 4352 418.2 3
18| 2051.0 | (1026000 | 2034.0 | 20330 L 2882 2712 2
19 22251 | 11131 | 22081 | 22071 R 1751 1581 1

Gene symbol: Ndufc2

Protein name: Adult male small intestine cDNA, RIKEN full-length enriched library,
clone:2010300P09 product:1810004106RIK PROTEIN (SIMILAR TO NADH
DEHYDROGENASE (UBIQUINONE) 1, SUBCOMPLEX UNKNOWN, 2) (14.5KD, B14.5B)
homolog

Protein accession numbers: 1P100110825

Peptide sequence: (K)TYAEILEPFHPVR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.08 SEQUEST DCn score: 0.573



Fix modifications: None
Variable modifications: None

charge: 2 Observed m/z: 786.411
Actual minus calculated peptide mass (AMU): -0.008057
1'30% 1L 157081 AN, 42 H [Parent Ered: <51 ppm
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B| Blns E+2H B3 | BH2o | am | vins | vean | vas | ovezo | v
1 1021 84.0 T 1571.8 f86.4 1554.8 | 15538 |13
2 2651 2471 Y 1470.8 7359 1453.8 | 14528 |12
3 | 23628 382 A 1307.7 654.4 12907 | 12897 |11
4 | 4652 4472 | E | 12367 | G188 | 12197 | 12187 |10
g 578.3 560.3 | 11076 5543 10906 | 10896 |9
£ | PB91T4T | 3462 673.4 L 994 6 497 8 9r7.5 9765 |3
7| Fe204 M0.r 802 4 E 881.5 441.2 B64.4 8635 |7
a 917.5 4592 899.5 P 7524 ITH.T ¥35.4 G
9 | 1064.5 h32.8 1046.5 F 655.4 328.2 638.3 5
10| 12016 601.3 1183.6 H 508.3 %47 491.3 4
11 | F1298]67 | 649.8 1280.6 P ar1.2 354.2 3
12| 1397.7 6994 1379.7 W 2ra.2 257.2 2
13| 1571.8 f86.4 15548 | 15538 R 1751 1581 1

Gene symbol: Ndufs5;LOC631712

Protein name: NADH dehydrogenase [ubiquinone] iron-sulfur protein 5

Protein accession numbers: 1P100117300,1P100649019

Peptide sequence: (K)IEFDDFEECLLR(Y)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.26 SEQUEST DCn score: 0.753

Fix modifications: C9: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 793.3607

Actual minus calculated peptide mass (AMU): -0.007568



yid

100% TSE4 7T AN 2 H [arent Errer: ABppm]
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1 1141 | 15857 f93.4 1568.7 | 1567.7
2 2431 2251 E 14726 f36.8 14556 | 14546 11
3 | ISSDEE IFr22 F 13436 G72.3 13266 | 13256 |10
4 | A0S 487 2 D 1196.5 h98.8 11795 | 117845 |9
5 | PB20:30 G023 D 1081.5 541.3 1064.5 | 10635 | &
f T67.3 3842 49.3 F 966.5 483.7 949 5 9485 |7
7 B96.4 4487 8r8.4 E 8194 4110.2 802 4 801.4 |6
g | [02sE | 5132 1007.4 E 690.4 6r3.3 G724 |3
9 | 1854 | 5932 1167.4 | C+57 || B61.3 544 3 4
10 | (12985 | 6498 1280.5 L 401.3 384.3 3
11| 14116 f06.3 134936 L 288.2 2r1.2 2
12| 1584.7 f93.4 1568.7 | 1567.7 R 1751 1581 1

Gene symbol: Nit2

Protein name: Nit protein 2

Protein accession numbers: 1P100119945

Peptide sequence: (R)FAELAQIYAQR(G)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.32 SEQUEST DCn score: 0.473
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 655.3482
Actual minus calculated peptide mass (AMU): -0.0019551
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B| Blons E+2H BaH3 | B-Hzo | am | vins | vezd | wenes | venzo | ﬂ
1 1481 F | 1309.7 | 6554 | 12927 | 1291.7 |11
2 | pz1emn A | 11626 | 5818 | 11456 | 11446 |10
3 | 3482 3302 | E | 10916 | 5463 | 10746 | 10736 |3
4| 461.2 2432 | L | 9625 | 4818 | 9455 5
5 | n&3zar 5143 | 4 | 8895 | 4752 | 8324 7
E| 6603 | 3307 | 6433 | 6423 | @ | 7784 | 3897 | 7614 g
7| F¥34Y | 738¥20 | T5B6.4 554 | 650.4 633.3 5
5 |0B365) | 24688 | 0195 | 9185 | v | 537.3 520.3 4
3 | D075 | 5043 | 9905 | 9895 | A | 3782 357.2 3
10| 11356 | 568.3 | 11185 | 11176 | @ | 303.2 286.2 2
11| 1308.7 | 655.4 | 12927 | 12017 | R | 1751 1581 1

Gene symbol: Nlrp4b

Protein name: NACHT, LRR and PYD domains-containing protein 4B
Protein accession numbers: 1P100226298

Peptide sequence: (R)NIAQEAFSLIR(E)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.1 SEQUEST DCn score: 0.663

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 631.3452

Actual minus calculated peptide mass (AMU): -0.007935
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1] 1151 98 0 N | 1261.7 | 631.4 | 12447 | 1243.7 |11
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Gene symbol: Nlrp4f
Protein name: ES cells cDNA, RIKEN full-length enriched library, clone:C330026N02
product:hypothetical Leucine rich repeat, ribonuclease inhibitor type containing protein, full insert
sequence
Protein accession numbers: 1P100226572
Peptide sequence: (K)TLSHLDISSNDLKDEGLK(I)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.03 SEQUEST DCn score: 0.603
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 993.0112
Actual minus calculated peptide mass (AMU): -0.004883
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15| 1832.9 917.0 18159 | 18149 K 1471 1301 1

Peptide sequence: (K)ETFIQNDYDAFENLLISK(G)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.56 SEQUEST DCn score: 0.665
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1080.5265
Actual minus calculated peptide mass (AMU): -0.004883

Peptide sequence: (K)IFGSILMSSK(S)



Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.37 SEQUEST DCn score: 0.554
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 541.7973
Actual minus calculated peptide mass (AMU): -0.005249

Peptide sequence: (R)GCQDLAEVLK(N)

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.43 SEQUEST DCn score: 0.469

Fix modifications: C2: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 566.7841

Actual minus calculated peptide mass (AMU): -0.0070758

Peptide sequence: (K)NYSDFIVAAYCLK(H)

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.44 SEQUEST DCn score: 0.653

Fix modifications: C11: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 782.3776

Actual minus calculated peptide mass (AMU): -0.004517

Peptide sequence: (K)VLNLASNNLNQGISSLCK(A)

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.41 SEQUEST DCn score: 0.659

Fix modifications: C17: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 973.0115

Actual minus calculated peptide mass (AMU): -0.002441

Peptide sequence: (K)LLCDILNQAECNIEK(L)

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.58 SEQUEST DCn score: 0.454

Fix modifications: C3: Carbamidomethyl (+57.02), C11: Carbamidomethyl (+57.02)Variable
modifications: None

charge: 2 Observed m/z: 916.9451

Actual minus calculated peptide mass (AMU): -0.00647

Peptide sequence: (K)ASREDLANLLLK(C)
Exclusive (unique to this protein): FALSE
SEQUEST XCorr score: 2.07 SEQUEST DCn score: 0.177



Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 671.8851
Actual minus calculated peptide mass (AMU): -0.007202

Peptide sequence: (K)MLPESSLLLSTTPETFEK(M)
Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.22 SEQUEST DChn score: 0.6
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1012.0167
Actual minus calculated peptide mass (AMU): -0.005737

Peptide sequence: (K)QPVSTLLSSLLR(R)

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2 SEQUEST DCn score: 0.57
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 657.3895
Actual minus calculated peptide mass (AMU): -0.0081757

Peptide sequence: (K)LGVFFGHR(L)

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.24 SEQUEST DCn score: 0.253
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 466.7558
Actual minus calculated peptide mass (AMU): -0.006836

Peptide sequence: (R)EWPSPSAPIEEILSQPEK(L)

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.3 SEQUEST DCn score: 0.564
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1019.0104
Actual minus calculated peptide mass (AMU): -0.005249

Peptide sequence: (R)NGIFDSDIPTLLDIGMLGK(I)
Exclusive (unique to this protein): FALSE



SEQUEST XCorr score: 2.72 SEQUEST DChn score: 0.55
Fix modifications: None

Variable modifications: M16: Oxidation (+16.00)

charge: 2 Observed m/z: 1018.0223
Actual minus calculated peptide mass (AMU): -0.005859

Peptide sequence: (K)TASLAELISR(E)

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.87 SEQUEST DCn score: 0.534
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 530.8018
Actual minus calculated peptide mass (AMU): -0.004639

Peptide sequence: (R)AQEAFSLVR(E)

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.13 SEQUEST DCn score: 0.375
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 510.775
Actual minus calculated peptide mass (AMU): -0.005554

Gene symbol: Ogdh

Protein name: Isoform 4 of 2-oxoglutarate dehydrogenase E1 component, mitochondrial precursor
Protein accession numbers: 1P100420882,1P100626237,IP100719841,1P100845652

Peptide sequence: (R)NTNAGAPPGTAYQSPLSLSR(S)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.14 SEQUEST DCn score: 0.505

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1001.5018

Actual minus calculated peptide mass (AMU): -0.003662
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B| Blons E+2H BNH3 | BHzo | am | vions vaeoH | wenHs | vihzo | ﬂ
1] 1151 98 0 N | 20020 | 1001.5 | 19850 | 19840 |20
2 | 2181 1881 | 1981 | T | 1888.0 | 9445 | 18709 | 1870.0 |19
3| 3301 3131 | 3121 | W | 17869 | 8940 | 1769.9 | 17689 |18
4| 4012 3842 | 3832 | A |/16729 | 8368 | 16558 | 16549 |17
5 | 4582 4412 | 4402 | G |1601.8 | 801.4 | 15848 | 1583.8 |16
| p529:20 | 2651 | 5122 | 5112 | A | 15448 | 7729 | 1527.8 | 15268 |15
7 |pB26:32 | 3137 | 6093 | 6083 | P | 14738 | 7374 | 1456.7 | 14558 |14
5| 7233 | 3622 | 7063 | 7053 | P | 1376.7 | 6889 | 13597 | 1358.7 |13
5 |p¥BOME | 3907 | 7633 | 7624 | G | 12797 | 6403 | 12626 | 1261.7 |12
10| 881.4 | 2412 | 8644 | 8634 | T | 12226 | 611.8 | 12056 | 12046 |11
11| 95250 | 47670 | 9354 | 9344 | A | 11216 | 5613 | 11046 | 11036 |10
12 | sm | 5583 | 10985 | 10975 | v | 105006 | 5258 | 10335 | 10325 |3
13| 24316 | 6223 | 12265 | 12256 | @ | 8875 | #4443 | 8705 | 8695 |&
14 | 133006) | 6658 | 13136 | 13126 | S | 7594 | 3802 | 7424 | 7414 |7
15| 1427.7 | D430 | 14106 | 14087 | P 6724 | 3367 | 6954 | 6544 |6
16| 1540.7 | 7708 | 15237 | 15227 | L | 5754 5583 | 5573 |5
17 | 62781 | 8144 | 16108 | 16098 | S | 4623 4452 | 4443 |4
15 | 74019 | 8709 | 17238 | 17229 | L | 3752 3582 | 3572 |3
19| 18279 | 9145 | 18109 | 18088 | S | 2621 2851 | 2441 |z
20| 20020 | 10015 | 19850 | 19840 | R | 1751 158.1 1

Gene symbol: Omt2b

Protein name: oocyte maturation, beta

Protein accession numbers: 1P100127073,1P100624133,IP100753313
Peptide sequence: (R)GLQSPVWWNR(R)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.34 SEQUEST DCn score: 0.675

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 621.819

Actual minus calculated peptide mass (AMU): -0.008057

Gene symbol: ORF34



Protein name: similar to Protein CXorf17 homolog isoform 2
Protein accession numbers: IPI00750786

Peptide sequence: (K)NLTTNQFLMQEVAKQLGLK(R)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.02 SEQUEST DCn score: 0.335
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 1088.5839
Actual minus calculated peptide mass (AMU): -0.020254
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1 1151 93.0 N 21762 | 10886 | 211592 | M582 |19
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K] 32492 N2z 1.2 T 194491 9750 19320 | 1931.0 (17
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6 | DBF23Y | 3367 6553 6543 Q 16329 8170 16159 | 16149 (14
7 8194 1102 802 4 801.4 F 1504.9 7529 14878 | 14869 (13
8 | MO3257 | 46618 915.5 914.5 L 1357.8 G794 13408 | 13398 (12
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16| 1860.0 | F930)5 18429 | 18420 L 4303 1133 4
17| 1917.0 | 79590 1900.0 | 18949.0 G Nniz 300.2 3
18| 20301 10155 | 20131 20121 L 260.2 2432 2
19| 2176.2 | 10886 | 21592 | M582 K 1471 1301 1

Gene symbol: Osbp

Protein name: oxysterol binding protein

Protein accession numbers: IP100755161

Peptide sequence: (R)\GVVGPGPAAIAAPGGGGAGPPAVGGGGGR(G)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.01 SEQUEST DCn score: 0.726

Fix modifications: None



Variable modifications: None

charge: 2 Observed m/z: 1119.5885
Actual minus calculated peptide mass (AMU): -0.0056153
100%: . 223716 AMI_ +2 H [Parent Emmer; -1.4 ppm
g v~V —iG P 3 P~k 1 —RARA-P e 16 g 1 [FAHG P —p A Ve ta e e g R
% R 4G G 16 16 HGA-W —Fa P —p g FATGHGEIG iG P ~FAFAE—I—FAT A P g P i oy iy i
g
£
2 50%7
= b1 ¥e
B ' }‘yis‘ y20
0% PP vri8, p1vluadiety . oiPl’ T A
o 500 1000 1500 2000
mfz
B| Buns | Bed | Bmz | BH2o | A | viens | vean | vas | vezo | v
1 8.0 G 22382 | 11196 | 2212 29
2 1571 W 211812 | 10911 211641 23
3 256.2 W 20821 10415 | 20651 27
4 32 G 1983.0 9920 1966.0 26
5 | 4102 P 1926.0 963.5 1909.0 25
G 467.3 2341 G 18289 M50 1811.9 24
7 | IBE#3N | 2817 P 17719 886.5 17549 23
g | WB35HET | 1812 A 16749 8379 16567.8 22
] 706.4 35317 A 1603.8 8024 1586.8 21
10 | W818sn | 0.2 | 1532 .8 766.9 1515.8 20
11 | B90i6Y | 445.8 A 1419.7 104 14027 19
12 | PO6106Y | 4813 A 1348.7 674.8 133117 18
13| 1058.6 5298 P 12776 6393 1260.6 17
14| 11156 h68.3 G 11806 5908 1163.6 16
15| 11726 H86.8 G 11236 h62.3 1106.5 15
16 | FI229071 | 615.3 G 1066.5 5338 1049.5 14
17 | (128657 | 643.9 G 1009.5 h05.3 9925 13
18 | M35FF | 679.4 A 9525 476.8 9355 12
19| 14147 7079 G 881.5 441.2 864 4 11
20| 1511.8 7h6.4 P 824 4 M2y 807 4 10
2| 1608.9 g04.9 P T27.4 364.2 7104 9
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29| 22382 | 11196 | 22212 R 1751 1581 1

Gene symbol: OTTMUSG00000001305

Protein name: CDNA sequence BC099439

Protein accession numbers: 1P100346337

Peptide sequence: (R)ECGFTSQVARPEAPATVGLAFR(T)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.49 SEQUEST DCn score: 0.507



Fix modifications: C2: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 1182.5895
Actual minus calculated peptide mass (AMU): -0.006104
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22 23642 | 11826 | 2347.2 | 23486.2 R 1751 1581 1

Gene symbol: P4hb

Protein name: 17 days embryo kidney cDNA, RIKEN full-length enriched library,
clone:1920160L24 product:prolyl 4-hydroxylase, beta polypeptide, full insert sequence
Protein accession numbers: 1P100122815,1P100133522

Peptide sequence: (K)VDATEESDLAQQYGVR(G)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.78 SEQUEST DCn score: 0.649

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 890.92

Actual minus calculated peptide mass (AMU): -0.0031752
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4 3692 | T | 14957 | 748.8 | 1478.7 | 1877.7 |13
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Gene symbol: Pafah1b3

Protein name: Platelet-activating factor acetylhydrolase 1B subunit gamma
Protein accession numbers: 1P100118819

Peptide sequence: (R)VVVLGLLPR(G)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.62 SEQUEST DCn score: 0.768

Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 483.3263

Actual minus calculated peptide mass (AMU): -0.0065349
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4 | S L 66B.5 3347 651.4 G
5 | T4683 G 5554 538.3 5
6 | GBI | 2912 L 498 3 481.3 4
7| B935S | 3478 L 3853 368.2 3
g 791.5 396.3 P 2r22? 2552 2
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Gene symbol: Pcbpl
Protein name: Poly(rC)-binding protein 1
Protein accession numbers: IP100128904
Peptide sequence: (R)ITLTGPTNAIFK(A)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.26 SEQUEST DChn score: 0.669
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 694.9084
Actual minus calculated peptide mass (AMU): -0.00647
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B| Blons E+2H BaHs | B-Hzo | am | vins | vezd | wenes | venzo | ﬂ
T 1141 1 | 1388.8 | 69489 | 1371.8 | 1370.8 |13
2 | e I | 1275.7 | 638.4 | 12587 | 1257.7 |12
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5| 797.5 | 3992 7795 | T | 6934 | 3472 | 6764 | 6754 |6
5| 0115 | 4563 | 8945 | 8935 | N | 5924 5753 5
10| JB82:60 | 4918 | 9655 | 9646 | A | 4783 4613 4
11| FID95:6) | 548.3 | 1078.6 | 1077.6 | | 2073 390.2 3
12| 242001 | 6218 | 12257 | 12247 | F | 2982 277.2 )
13| 1388.8 | 69489 | 1371.8 | 13708 | K | 1471 1301 1

Gene symbol: Pcdhga2

Protein name: Protocadherin gamma A2

Protein accession numbers: 1P100229636

Peptide sequence: (K)YKLNSNDHFSLDVRTGADGNK(Y)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.55 SEQUEST DCn score: 0.366
Fix modifications: None

Variable modifications: None

charge: 3 Observed m/z: 784.3781
Actual minus calculated peptide mass (AMU): -0.019257
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B| Blns E+2H BaH3 | B-Hzo | am | vions | vezd | vwenes | venzo | ﬂ
1] 1641 Y | 23511 | 11761 | 23341 | 23331 |21
2| 2922 | 1466 | 2751 K | 21881 | 10945 | 21711 | 21701 |20
3 | 40537 | 2031 | 3882 L | 2060.0 | 10305 | 2043.0 | 20420 |19
4 |0519:3) | 2601 | 502.3 N | 19460 | 9740 | 19299 | 19289 |ia
5 |UBDB37 | 3037 | 5803 | 5883 | S | 183289 | 9169 | 18158 | 18148 |17
§| 7204 |U3B0F) | 7033 | 7024 | N | 17458 | 8734 | 17288 | 1727.8 |16
7| 8354 | 4182 | 8184 | 8174 | D | 1631.8 | 816.4 | 16148 | 16138 |15
5| 0725 | 24867 | 0554 | 89544 | H | 1516.8 | 7588 | 1499.7 | 1488.7 |14
5 1195 | (560370 | 11025 | 11015 | F | 13797 | 6904 | 13627 | 1361.7 |13
10| 12065 | U603:8) | 11895 | 11885 | S | 12326 | 6168 | 12156 | 12146 |12
11 | M31906] | 660.3 | 13026 | 13016 | L | 11456 | 5733 | 11286 | 1127.6 |11
12| 14347 | 717.8 | 1417.6 | 14167 | D | 10325 | 5168 | 10155 | 10145 |10
13| 1533.7 | ¥674) | 1516.7 | 15157 | Vv | 9175 | 459.2 | 9005 | 8395 |o
14| 1689.8 | B454) | 16728 | 16718 | R | 8184 | 4007 | 8014 | 8004 |&
15| 1790.9 | 18960 | 17739 | 17728 | T | 6623 | 331.7 | 6853 | 6443 |7
16| 1847.9 | 9245 | 18300 | 18299 | G | 5613 | 2811 | 5842 | 5433 |6
17| 1918.9 | 860N | 19010 | 19008 | A | 5042 4872 | 4862 |5
15| 2034.0 | AD1FS | 20160 | 20160 | D | 4332 4162 | 4152 |4
10| 2081.0 | D460 | 20740 | 20730 | G | 3182 301.2 3
20| 2205.0 | 41030 | 21880 | 21870 | N | 261.2 2441 2
21| 23511 | 11761 | 233481 | 23331 | K | 1471 1301 1

Gene symbol: Pcmtl

Protein name: Isoform 1 of Protein-L-isoaspartate(D-aspartate) O-methyltransferase

Protein accession numbers: 1P100329913,1P100480558,1P100757109

Peptide sequence: (K)ALDVGSGSGILTACFAR(M)
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.94 SEQUEST DCn score: 0.722
Fix modifications: C14: Carbamidomethyl (+57.02)Variable modifications: None
charge: 2 Observed m/z: 847.927
Actual minus calculated peptide mass (AMU): -0.0074454
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B| Bions | BeaH BaH3 | BHzo | am | vions vaooH | wenHs | vihzo | ﬂ
1] 720 A | 16949 | 8479 | 1677.8 | 16768 |17
2 | 1851 L | 16238 | 8124 | 16068 | 16058 |16
3| 3002 7822 | D | 1510.7 | 7558 | 14937 | 14927 |15
4 | p399E2n 3812 | v | 13957 | 6984 | 13787 | 1377.7 |14
5 | 456.3 4382 | G | 12966 | 6488 | 12796 | 12786 |13
6 | 54330 | 2721 5253 | S | 12396 | 6203 | 12226 | 12216 |12
7 | p600@3y | 300.7 5823 | G | 11526 | 5768 | 11356 | 11346 |11
& | PBBTE | 34420 6693 | S | 10956 | 5483 | 10785 | 1077.5 |10
5| 7444 | 3727 7263 | G | 10085 | 5048 | 9915 | 9905 |9
10| 857.4 | 4202 839.4 | | 9515 | 4763 | 9345 | 0335 |G
11| p970&E) | 4858 9525 | L | 8384 | 4197 | 8214 | 8204 |7
12 | D716 | 153630 10536 | T | 7253 | 3632 | 7083 | 7073 |6
13 | 1426 | 571.8 11246 | A | 6243 607.3 5
14 | 30206 | NES18 1284.6 | C+57 | 553.3 536.2 4
15 | 4497 | 725.4 14317 | F | 3932 376.2 3
16| 1520.7 | 760.8 15027 | A | 2462 2291 2
17| 16949 | 8479 | 1677.8 | 16768 | R | 1751 158.1 1

Gene symbol: Pcx

Protein name: Activated spleen cDNA, RIKEN full-length enriched library, clone:F830201B12

product:pyruvate carboxylase, full insert sequence

Protein accession numbers: 1P100114710

Peptide sequence: (R)AEAEAQAEELSFPR(S)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.64 SEQUEST DCn score: 0.701
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 774.3681
Actual minus calculated peptide mass (AMU): -0.005859
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B Bo2H | BiHz | B-Hzo | am | vions | vezd | vanns | vezo |J
1 A 1547.7 ra 4 15307 | 15297
2 1831 E 1476.7 7389 14597 | 145887 13
3 2541 A 1347.7 6743 13306 | 13296 |12
4 3832 E 1276.6 638.8 12596 | 125386 |11
5 4542 A 11476 h74.3 11305 | 11296 |10
G 3006 h83.2 h823 G 1076.5 538.8 10595 | 10585 |49
7 336.2 654.3 6533 A 9485 747 931.5 9305 |3
a 4007 7833 7823 E 877 4 4392 860 4 85694 |7
] 465.2 9124 911.4 E 7484 IraT ¥31.4 7304 |6
10| a21.7 10254 | 10245 L 6194 6023 601.4 |3
1M h65.3 11125 | 11115 s H06.3 4893 4883 |4
12 638.8 12595 | 12586 F 4192 402.2 3
13 687 3 13566 | 13556 P 2722 2552 2
14 ra 4 15307 | 15297 R 1751 1581 1
Gene symbol: Pdcd5
Protein name: Programmed cell death protein 5
Protein accession numbers: 1P100116120
Peptide sequence: (R)NSILAQVLDQSAR(A)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.51 SEQUEST DCn score: 0.371
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 707.8834
Actual minus calculated peptide mass (AMU): -0.006592
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B| Blons E+2H BaHs | B-Hzo | am | vions | vezd | wenes | venzo | ﬂ
1] 1151 98 0 N | 14148 | 7079 | 1397.7 | 13968 |13
2| 2024 1851 | 1841 | S | 1300.7 | 6508 | 1283.7 | 1282.7 |12
3 | 3152 28081 | 2972 | 1 | 12137 | 6074 | 1196.7 | 11957 |11
1 | 28BS 4112 | 4102 | L | 11006 | 5508 | 1083.6 | 10826 |10
5 | 49930 4823 | 4813 | A | 9875 | 4943 | 9705 | 9695 |OJ
E |NB2747| 3142 | 6103 | 6093 | @ | 9165 | 4588 | 8995 | 8385 |&
7 |p¥2640 | 3637 | 7094 | 7084 | v | 7884 | 3947 | 7714 | 7704 |7
5 |p839%) | 4203 | 8225 | 8215 | L | 6894 | 3452 | 6723 | 6714 |E
5 8545 | 4778 | 9375 | 9365 | D | 5763 56503 | 5583 |5
10| FIDBZ6] | 541.8 | 10656 | 10646 | @ | 4613 24472 | 4432 |4
11 | 1696 | 5853 | 11526 | 11516 | S | 3332 62 | 3152 |3
12 | 28007 | 6208 | 12236 | 12226 | A | 2462 2291 2
13| 1414.8 | 7079 | 1397.7 | 13968 | R | 1751 1581 1

Gene symbol: Pdhal

Protein name: Pyruvate dehydrogenase E1 component alpha subunit, somatic form, mitochondrial

precursor

Protein accession numbers: 1IP100337893

Peptide sequence: (R)LEEGPPVTTVLTR(E)

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.22 SEQUEST DCn score: 0.607
Fix modifications: None

Variable modifications: None

charge: 2 Observed m/z: 706.3906
Actual minus calculated peptide mass (AMU): -0.006592
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B| Blons E+2H B3 | BH2o | am | vins | ovean | vas | ovzo | v
1 1141 L 1411.8 f06.4 13948 | 13938 |13
2 | 243nan 2251 E 1298.7 649.9 1281.7 | 12807 |12
3 ariz 3542 E 11649.7 h85.3 11526 | 11516 |11
4 | PE292 411.2 G 1040.6 520.8 10236 | 10226 |10
g 526.3 h08.2 P 983.6 492 3 966.6 9656 |9
G 623.3 N2z 605.3 P 886.5 443.8 B869.5 8685 |3
7 | S | ST f04.4 W 789.5 3953 Ir25 fT15 |7
g | 823y | M2 805 4 T 690.4 35T 6r3.4 BFr24 |5
9 | MO24I57 | D482 906.5 T 589.4 5723 A71.4 |3
10| 1023.5 512.3 1005.5 W 488.3 471.3 470.3 | 4
11 | FIT36I6° | 568.8 1118.6 L 3893 ariz IF1.2 |3
12| 123¥.7 619.3 1219.7 T 276.2 2591 282 |2
12 1411.8 f06.4 139489 | 13938 R 1751 1581 1
Gene symbol: Pfdn2
Protein name: Prefoldin subunit 2
Protein accession numbers: IP100119545
Peptide sequence: (K)\GAVSAEQVIAGFNR(L)
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.07 SEQUEST DCn score: 0.295
Fix modifications: None
Variable modifications: None
charge: 2 Observed m/z: 709.8745
Actual minus calculated peptide mass (AMU): 0.002075
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B| Blons E+2H BaH3 | B-Hzo | am | vions | vezd | wenes | venzo | ﬂ
1 G | 1418.7 | 7099 | 1401.7 | 1200.7 |14
2 A | 1361.7 | 681.4 | 13447 | 13437 |13
3 v | 1290.7 | 6458 | 1273.7 | 12727 |12
4 2972 | S | 11916 | 5963 | 11746 | 11736 |11
5 : 3682 | A | 11046 | 5528 | 1087.5 | 10866 |10
& | I515:30 8972 | E | 10335 | 517.3 | 10165 | 10155 |3
7 | 64330 6263 | 6253 | @ |/ 8045 | 4528 | 8875 5
& | DEaZAn 7254 | 7244 | vV | 7764 | 3887 | 7594 7
3 | 18555 8384 | 8375 | | 677.4 | 3392 | 6604 g
10| NO26:5" 9085 | 9085 | A | 564.3 547 3 5
11 | 19835 9665 | 9655 | G | 4933 476.2 4
12 | 11306 | 156580 | 11136 | 11126 | F | 4362 4192 3
13| 12446 | 6228 | 1227.6 | 12266 | N | 2892 2721 2
14| 1418.7 | 7098 | 1401.7 | 18007 | R | 1751 1581 1




