Additional Data File 6: MS/MS spectra and fragment assignments

of single peptide-based identifications (Part 2)

Gene symbol: EG238662

Protein name: similar to vitamin A-deficient testicular protein 11-like
Protein accession numbers: 1P100553346,I1P100664742

Peptide sequence: APEETQGLTASPALTPK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.95 SEQUEST DCn score: 0.483

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 855.951

Actual minus calculated peptide mass (AMU): 0.002319
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Gene symbol: EG432825

Protein name: Predicted

Protein accession numbers: 1P100420449

Peptide sequence: NTSTQNSNITNQISNINK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.47 SEQUEST DCn score: 0.594
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 995.9972
Actual minus calculated peptide mass (AMU): 0.007324
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Gene symbol: EG434356;L.0C100043225
Protein name: similar to suppressor of initiator codon mutations, related sequence 1
Protein accession numbers: 1P100409223,1P100750206




Peptide sequence: TLTTVQGIADDYDK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.81 SEQUEST DCn score: 0.643
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 770.3801
Actual minus calculated peptide mass (AMU): -0.002319
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Gene symbol: EG436081

Protein name: similar to ribosomal protein L36

Protein accession numbers: 1P100463297,I1P100474487,1P100555019,IP100853670
Peptide sequence: EELSNVLAAMR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.84 SEQUEST DCn score: 0.636

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 616.8173

Actual minus calculated peptide mass (AMU): -0.004273
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Gene symbol: EG545013

Protein name: Predicted

Protein accession numbers: 1PI100474846

Peptide sequence: NTSTQNYNITNQILNINK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.03 SEQUEST DCn score: 0.653
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1047.0283
Actual minus calculated peptide mass (AMU): -0.013655
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Gene symbol: EG546265

Protein name: similar to Ubiquitin-conjugating enzyme E2 |
Protein accession numbers: 1P100462940

Peptide sequence: MLFKDDYPSSPPK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.46 SEQUEST DChn score: 0.597
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 762.8711
Actual minus calculated peptide mass (AMU): -0.0067152
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Gene symbol: EG622236

Protein name: similar to ribosomal protein L27 isoform 1
Protein accession numbers: 1P100623893

Peptide sequence: YSVDIPLDK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.57 SEQUEST DCn score: 0.513
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 525.2761
Actual minus calculated peptide mass (AMU): -0.007813
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Gene symbol: EG622589

Protein name: similar to 60S ribosomal protein L12

Protein accession numbers: 1P100457862

Peptide sequence: QAQIEVVPSASALIIK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.42 SEQUEST DCn score: 0.644
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 833.9906
Actual minus calculated peptide mass (AMU): -0.0012249
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Gene symbol: EG625716

Protein name: similar to organic anion transporting polypeptide 3 isoform 1
Protein accession numbers: IP100659001,IP100673552

Peptide sequence: VFGGIPAPVYIGALLDR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.56 SEQUEST DCn score: 0.403

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 879.4998

Actual minus calculated peptide mass (AMU): -0.0040256
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Gene symbol: EG667525;LOC676948;L0C100043269

Protein name: similar to 40S ribosomal protein S19

Protein accession numbers: IP100665513

Peptide sequence: ELAPYDENWFYTR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.08 SEQUEST DCn score: 0.684
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 852.389
Actual minus calculated peptide mass (AMU): -0.0002441
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Gene symbol: Eif2bl

Protein name: Translation initiation factor elF-2B subunit alpha
Protein accession numbers: IP100116761

Peptide sequence: FISLTSLEYSDYSK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.1 SEQUEST DCn score: 0.57
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 826.9064
Actual minus calculated peptide mass (AMU): -0.0009766
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Gene symbol: Eif2b3

Protein name: Eukaryotic translation initiation factor 2B, subunit 3
Protein accession numbers: 1P100126069,1P100648960

Peptide sequence: YVVDFLMENR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.41 SEQUEST DCn score: 0.498
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 643.3149
Actual minus calculated peptide mass (AMU): -0.00293
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B| Blons | Be2H BrHs | B-Hzo | ma | wions vazd | vans | vezo | ﬂ
1 1641 Y 12856 6433 1268.6 1267.6 |10
2 | 2630 W 11226 561.8 1105.5 11045 |35
3 | M362720 W 1023.5 2.3 1006.5 1005.5 |5
4 | PETFE2 459 2 D 924 4 AG2.T q07.4 qo06.4 |7
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Gene symbol: Eif3s3

Protein name: Eukaryotic translation initiation factor 3 subunit 3
Protein accession numbers: 1P100128202

Peptide sequence: VDEMSQDIIK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.55 SEQUEST DCn score: 0.447
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 589.2891
Actual minus calculated peptide mass (AMU): -0.007202
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B| Blons | Be2H BiHs | B-Hzo | s | vions | ween | vans | viheo |J
1 1001 W 11776 H89.3 1160.5 | 1159.6
2 | N 1971 D 10785 539.8 1061.5 | 10605 EI
R - T 3261 E 963.5 4823 946.5 9455 |&
4 | AFE2 AT 2 M 8344 MTFT 8174 8164 |7
5 | A2 h44.2 s 7034 3522 686 4 6854 |6
6 | DB9030 | 3456 6733 6723 G B16.4 599 3 984 |5
7 | IBD5I3Y | FA03:2n | 7883 7873 D 488.3 471.3 4703 |4
g | e8d | 459.7 901.4 900.4 | 3733 356.3 3
9 | 0315 | 5162 10145 | 1013.5 | 2602 24332 2
10| 1177.6 589.3 11605 | 1159.6 K 1471 1301 1

Gene symbol: Eif3s4

Protein name: Eukaryotic translation initiation factor 3 subunit 4
Protein accession numbers: 1P100622371

Peptide sequence: ELAEQLGLSTGEK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.56 SEQUEST DCn score: 0.441
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 687.8569
Actual minus calculated peptide mass (AMU): -0.0059849
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B| Blons | Be2H BrHs | B-Hzo | ma | wions vazd | vaes | vezo | ﬂ
1 1301 112.0 E 13747 687.9 1357.7 | 1356.7 |13
2 2431 2251 L 12457 623.3 12286 | 12277 |12
3 | EEas 2962 A 11326 h66.5 11156 | 11146 11
4 | PeERaas 4252 E 1061.5 531.3 1044.5 | 10435 |10
s | GRS 5543 | 5533 | @ 9325 | 4668 | 9155 | 9145 |9
B G84.4 | F34250 | 66Y3 B6G. 4 L 804.5 A02.7 f8r.4 f86.4 |3
T OFaTEa | 3712 7244 234 G 691.4 346.2 67r4.3 6734 |7
5 | DBSESY | TA2ET 837.4 836.5 L 634.3 nr.r B617.3 616.3 |6
9 | P84S | TEFE 9245 9235 s 5213 h04.2 503.3 [ =
10| 10425 521287 | 10255 | 10245 T 4342 472 6.2 |4
11 | (109967 | 550.3 10825 | 1081.5 G 3332 362 Na2 |3
12 | (122806 614.8 12116 | 11106 E 276.2 2591 2581 2
13| 13747 687.9 1357.7 | 1356.7 K 1471 1301 1

Gene symbol: ENSMUSG00000074356;Cdkn2aip

Protein name: 16 days embryo head cDNA, RIKEN full-length enriched library,
clone:C130060J12 product:similar to PUTATIVE SERINE-RICH PROTEIN
Protein accession numbers: 1P100263028

Peptide sequence: NAGDLVPATDETADAESGAR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.33 SEQUEST DChn score: 0.61

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 980.4456

Actual minus calculated peptide mass (AMU): -0.00647
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B| EBlone B+2H Bz | BH2o | an | vions | vesn | vaws | vemzo | v
1 1151 98.0 M 19599 980.5 19429 | 19419 |20
2 1861 1691 A 18459 9234 1828.8 | 18278 |19
3 2431 2261 G 1774.8 887.9 1757.8 | 1756.8 |13
4 | I3580 3411 3401 D 1717.8 859 4 1700.8 | 16998 |17
5 | EEEE 454 2 453.2 L 1602.8 801.9 1585.7 1584.8 |16
6 | ATDI3 2857 553.3 5523 v 1489.7 f45.3 14727 | 14717 |15
7 B67.3 334.2 650.3 649.3 P 1390.6 695.8 13736 | 13726 |14
g ¥38.4 369.7 T21.4 204 A 1293.6 647.3 1276.5 | 12755 |13
9 | 8399 | 4202 822 4 g4 T 1222 5 611.8 12055 | 12045 |12
10 | 95457 AT T 937.4 9364 D 1121.5 H61.2 1104.4 1103.5 N
11 | FID83%) | 5423 1066.5 | 10655 E 1006.4 A03.7 939.4 988.4 |10
12 | 1845 | 5928 1167.5 | 11665 T 8774 439.2 860.4 8594 (3
13 | (125567 | 628.3 1238.5 | 12376 A Tr6.4 388.7 59.3 883 |3
14 | 13706 685.8 13536 | 13526 D 7053 3532 688.3 6873 |7
15| 14416 | 0F213 1424 6 14236 A 590.3 2957 5733 5723 |6
16 | FISFOLF | 1 F859 1553.F7 | 15527 E 519.3 h02.2 501.2 |5
17 | 1657.7 | 18293 1640.7 | 1639.7 s 390.2 732 r2? |4
16| 1714.7 | 78579 1697.¥ | 1696.7 G 303.2 286.2 3
19| 1785.8 893.4 17688 | 1767.8 A 246.2 2291 2
20 | F19599° 980.5 19429 1941.9 R 1751 1581 1

Gene symbol: Epb4.113

Protein name: 18-day embryo whole body cDNA, RIKEN full-length enriched library,
clone:1110001B22 product:erythrocyte protein band 4.1-like 3, full insert sequence
Protein accession numbers: 1P100404739

Peptide sequence: GEEVDQSAPEQEQPATVSHEEEQASTIR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.18 SEQUEST DCn score: 0.394

Fix modifications: None

Variable modifications: None

Charge: 3 Observed m/z: 1027.8042

Actual minus calculated peptide mass (AMU): 0.009033
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B| Bions | Ben | Bnms | BHzo | ma | viens | vea | v | vezo | v
1 58.0 G 3081.4 | 1541.2 | J064.4 | 3063.4 |25
2| 1871 1691 E 30244 | 1512.¥ | 3007.3 | 30064 |z7
3| MBA 2981 E 28053 | 14482 | 28783 | 28773 |26
4| 4152 397.2 W 2766.3 | 13836 | 2r49.3 | 27483 |25
5| 5302 512.2 D 26672 | 13341 | 26502 | 26492 |24
6 | WB58:30 | 329.6 641.2 6403 o 25522 | 12F66 | 25352 | 2534.2 |23
7 | ¥45130 | 3732 ¥28.3 f27.3 5 24241 | 12126 | 24071 | 24061 |22
& | WB1T63T | 4087 7993 7983 A 23371 | 11690 | 23201 | 23191 |
9 | We13HEn | 457.2 896.4 895.4 P 22661 | 11335 | 22490 | 22481 |20
10| 10424 621.7 10254 | 1024.4 E HME9.0 | 10850 | M520 | M51.0 |19
11 | FAIF00S] | 9585780 | 1153.5 | 11525 o 204000 | 10205 | 20229 | 20220 |18
12 | F1299157 | 6503 12825 | 12815 E 1911.9 956.5 18949 | 18939 |17
13 | 427060 | 0F14930 | 14106 | 14096 = 17829 g91.9 17668 | 17649 |16
14| 1524.7 f62.8 1507.6 | 1506.6 P 1654.8 8279 1637.8 | 1636.8 |15
15 | FIGO5IF) | F98HN | 15787 | 15777 A 15567 8 Fra.4 154007 | 1539.7 |14
16 | 1696.7 848.9 1679.7 | 16787 T 1486.7 7439 1469.7 | 1468.7 |13
17 | 17958 | 789840 | 17788 | 1777.8 W 1385.7 693.3 1368.6 | 1367.7 |12
18 | 1882780 | "04979Y | 18658 | 1864.8 5 12866 643.8 12696 | 12686 1
19| 20199 | 071057 | 20029 | 2001.9 H 1199.6 6003 11825 | 11816 |10
20| M489 HMO0FSON | M9 | HM309 E 1062 5 531.8 10455 | 10445 |19
21| 22780 | 11395 | 2261.0 | 22600 E 9335 467.2 916.4 9155 |8
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28| 3081.4 | 15412 | 3064.4 | 30634 R 17561 1581 1

Gene symbol: Epn2

Protein name: Isoform 1 of Epsin-2

Protein accession numbers: IP100336844

Peptide sequence: MAQVATGVGSNQITFGR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.27 SEQUEST DCn score: 0.611



Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 868.9354
Actual minus calculated peptide mass (AMU): -0.01245
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B| Blons | Be2n | Bnms | BHzo | sa | viens | veaH | v | vezo | v
1 M | 17369 | 8680 | 17199 | 17188 |17
2 A 1605.8 803.4 1588.8 | 1587.8 |16
3 a1 Q 1534.8 7679 1517.8 | 1516.8 |15
4 413.2 W 1406.7 f03.9 1389.7 | 1388.7 |14
5 484 2 A 1307.7 654.3 12906 | 1289.7 |13
& 5853 | 5843 | T | /12366 | 6188 | 12196 | 12186 |12
7 6423 641.3 G 1135.6 568.3 11186 | 11176 N1
g 741.4 7404 v 1078.6 539.8 1061.5 | 10605 |10
9 ¥98.4 7974 G 9795 490.3 962.5 961.5 |9
10 885 4 884.4 s 9225 461.7 905.5 9045 |8
11§ 9995 | 9985 | WM |1 8354 | 4182 | 8184 | 8174 |7
12 | 11275 | 11265 Q 7214 361.2 f04.4 f03.4 |5
13 | Bl 12406 | 12396 1 5933 576.3 5753 |5
14 | M3 1341.7 | 13407 T 4803 463.2 462.3 |4
15 | B 1488.7 | 1487.7 F 3raz2 3622 3
16 15457 | 15448 | G | 2321 2151 2
17 17199 | 17189 R 1751 1581 1

Gene symbol: Ercc2

Protein name: TFIIH basal transcription factor complex helicase subunit

Protein accession numbers: 1P100310721,I1P100621522
Peptide sequence: FYEEFDIHGR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.73 SEQUEST DCn score: 0.63
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 656.8024
Actual minus calculated peptide mass (AMU): 0.0007324
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4 6983 F T44.4 IF2T T27.4 F26.4 |6
f C416.2 8133 D 5973 2992 h80.3 5793 |3
7 AF2T 9264 | 48323 2417 4653 4
g H541.2 1063.5 H 369.2 185.1 3522 3
q 138 h69.8 11205 G 2321 214581 2
10| 1312.6 656.8 1295 6 12946 R 1751 1581 1

Gene symbol: Ergic3

Protein name: Isoform 2 of Endoplasmic reticulum-Golgi intermediate compartment protein 3
Protein accession numbers: 1P100132454,1P100626555

Peptide sequence: VEVTVFDPNSLDPNR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.6 SEQUEST DCn score: 0.615

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 851.4275

Actual minus calculated peptide mass (AMU): 0.002319
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B| Blons | Be2d | Bz | BHzo | aa | viens | veod | vz | vizo | v
1 100.1 v | 1701.8 | 851.4 | 1684.8 | 1683.8 |15
2| 7291 2111 | E | 16028 || 801.9 | 1585.8 | 15848 |14
3 | 328N 310.2 | v | 14737 | 7374 | 1456.7 | 14556.7 |13
4 | N429:20 M1.2 | T | 13747 | 687.8 | 1357.6 | 1356.7 |12
5 | 1528387 5103 | v | 12736 | 637.3 | 1256.6 | 12556 |11
6 | 6754 | 338.2 657.4 | F | 11745 | 587.8 | 1157.5 | 1156.5 |10
7 | 7904 | 395.7 7724 | D | /10275 | 514.2 | 1010.5 | 10095 | &
5| 887.5 | 44420 869.4 | P | 8125 | 4567 | 8954 | 8044 |©
3 |MO01S | 501.3 | 9845 | 9835 | N | 8154 | 408.2 | 798.4 | 7974 |7
10| 1088.5 | 544:8) | 10715 | 10705 | S | 701.4 | 351.2 | 684.3 | 683.4 |6
112016 | 601.3 | 11846 | 11836 | L | 614.3 507.3 | 596.3 |5
12 [ [1316:6' | 1658:81 | 12996 | 12986 | D | 501.2 4842 | 4832 |4
13| 1413.7 | #0748 | 1396.7 | 13957 | P | 386.2 369.2 3
14| 46277 | 764.4 | 15107 | 15007 | N | 280.2 2721 2
15/ 1701.8 | 851.4 | 16848 | 16838 | R | 175.1 158.1 1

Gene symbol: Exoscl

Protein name: Isoform 1 of 3'-5' exoribonuclease CSL4 homolog
Protein accession numbers: 1P100118360

Peptide sequence: LCNLEEGSPGSGTYTR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.81 SEQUEST DCn score: 0.568
Fix modifications: C2: Carbamidomethyl (+57.02)

Variable modifications: None

Charge: 2 Observed m/z: 870.8977
Actual minus calculated peptide mass (AMU): 0.0009766
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2 | ErEEn C+ar | 1627.7 8144 1610.7 | 1609.7 (15
3 | 388 1A M 1467.7 7343 14507 | 1449.7 (14
4 | A3 484 2 L 13536 677.3 1336.6 | 13356 [13
5 | W63 i 6133 6123 E 12405 620.8 12235 | 12225 (12
£ | F59:3% | 3802 7423 413 E 1111.5 H6H6.3 1094.5 | 10935 |11
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g |Fe034Y | 452727 8864 8854 = 9254 463.2 08 4 a07.4 |9
9 | 10004 H00.7 983 4 982 4 P 8384 Mar 821 4 8204 |=&
10 10587.5 h29.2 104004 | 1039.5 G 741 .4 371.2 7243 233 |7
11| 1144.5 h7¥28 11275 | 1126.5 s 6843 3427 667 3 666.3 |6
12 | (120008 | UED1230 | 11845 | 118345 G Ha7.3 H80.3 AF9.3 |5
13 | FI302767 | B51787 | 12855 | 12845 T 5403 h233 223 |4
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16 [ 17408 87049 17238 | 17228 R 1761 1581 1

Gene symbol: F8

Protein name: Coagulation factor V11 precursor

Protein accession numbers: 1P100111807

Peptide sequence: SSRIQESNNFLKETK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.55 SEQUEST DCn score: 0.298
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 890.9665
Actual minus calculated peptide mass (AMU): 0.005859
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B| Blons | Be2d | Bz | BhHzo | aa | viens | veoH | vz | vizo | v
1| 88.0 700 | s | 1780.9 | 891.0 | 1763.9 | 1762.9 |15
2| 1751 1571 | s | 16938 || 847.5 | 1676.9 | 16759 |14
3| 3312 | 1661 | 3142 | 3132 | R | 16069 | 803.9 | 1580.8 | 1588.8 |13
4| 4443 | 2226 | 427.2 | 4263 | 1 | 1450.8 | 725.9 | 1433.7 | 14327 |12
5 |I572:30 | 2867 | 5553 | 5543 | & | 1337.7 | 669.3 | 13206 | 1319.7 |11
5 L0141 | 351.2 | 6843 | 6834 | E | 12096 | 6053 | 1192.6 | 1191.6 |10
7| 7884 | 3047 | 771.4 | 7704 | s | 1080.6 | 540.8 | 10635 | 1062.6 |9
5 180247 | 4517 | 8854 | 8844 | W | 0935 | 4973 | 9765 | 0755 |5
3 |MO16:5 | 508.7 | 999.5 | 9985 | N | 8795 | 440.3 | 8625 | 8615 |7
10| 1B3:5) | 1582:30 | 11465 | 11455 | F | 7655 | 383.2 | 748.4 | 747.4 |6
11| M276:61 | 638.8 | 1259.6 | 12586 | L | B18.4 | 309.7 | 601.4 | 600.4 |5
12| 4047 | N¥02:9) | 1387.7 | 1386.7 | K | 5053 | 253.2 | 488.3 | 487.3 |4
13| 1533.8 | 767.4 | 1516.7 | 15158 | E | 377.2 3602 | 350.2 |3
14| 1634.8 | [B17:9) | 1617.8 | 16168 | 1 | 2482 7311 | 2302 |2
15 1780.9 | 891.0 | 17638 | 17629 | K | 147.1 130.1 1

Gene symbol: Fafl

Protein name: Fas-associated factor 1

Protein accession numbers: 1P100420245

Peptide sequence: NVYDLTSIPVR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.01 SEQUEST DChn score: 0.641
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 638.8472
Actual minus calculated peptide mass (AMU): -0.003662
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Gene symbol: Fbl;LOC100044829

Protein name: rRNA 2'-O-methyltransferase fibrillarin

Protein accession numbers: 1P100119581

Peptide sequence: TNIIPVIEDAR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.74 SEQUEST DCn score: 0.576
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 620.8484
Actual minus calculated peptide mass (AMU): -0.0012249
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Gene symbol: Fbxo45

Protein name: F-box/SPRY domain-containing protein 1
Protein accession numbers: 1P100170059

Peptide sequence: GYEFLGVAFR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.4 SEQUEST DCn score: 0.551
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 579.7978
Actual minus calculated peptide mass (AMU): -0.006958
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Gene symbol: Fech

Protein name: Ferrochelatase

Protein accession numbers: 1P100228343

Peptide sequence: YVHPLTEEAIEEMER

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.03 SEQUEST DChn score: 0.361
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 923.4354
Actual minus calculated peptide mass (AMU): -0.0063456



100% y13-HH3+ZH 1844 %ALJ?QHLFamMErmr'Jan
¥ ———H——F =T — M ——E——R—]
R +—g —t+—m ——E——E——1—+A+—E—F——EFE—+T—+L—+P1—H—+v ¥
o T5%]
I‘E yifed
2 AR 3424
o 50% Y1348 20 HzovaH
>
E
ks D50 :mP.
0% . ].yla::.l!# | N Lol I
0 250 500 750 1000 1250 1500 1750
miz

B| Blons | Be2d | BaHz | BHzo | aa | viens | veod | vz | vizo | v
1 1641 b 18459 9234 1828.8 | 18279 |15
2| 2631 W 1682.8 84193 16658 | 1664.8 |14
3| 002 | 2006 H 15837 7024 1566.7 | 1565.7 |13
4 | 4973 2491 P 14467 ¥238 14297 | 1428.7 |12
5| 6103 30567 L 13496 6753 13326 | 13316 N
B | F1EE | 356.2 693.4 T 12365 | 618.8 | 12195 | 12185 |10
7 (N 4207 8224 E 11355 568.3 11185 | 11175 |38
a 4852 951 5 E 1006.5 5037 989 4 9884 |[=
9 520.8 10225 A 877 4 439.2 8604 8594 |7
10 | F1S30 h¥7 3 11356 | 8064 03.7 r89.4 884 |5
11| 12826 | D648 12646 | E 6933 6763 | 6753 |5
12| 1411.7 | FDE3 13937 E h64. 3 H47. 2 H46.2 |4
13| 15427 | IEEEY 1524 7 ] 4352 1182 M7 |3
14 | AG7118) | 183640 16538 | E 304.2 2871 | 2862 |2
15| 18459 9234 18288 | 18279 R 1751 1581 1

Gene symbol: Fgfrlop2

Protein name: CDNA, RIKEN full-length enriched library, clone:1920193N03
product:HSPC123-like protein homolog

Protein accession numbers: IP100110657,IP100133534

Peptide sequence: PRSTLVMGIQQENR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.77 SEQUEST DCn score: 0.495
Fix modifications: None

Variable modifications: M7: Oxidation (+16.00)

Charge: 2 Observed m/z: 822.9348
Actual minus calculated peptide mass (AMU): 0.01257
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Gene symbol: Fisl

Protein name: Mitochondrial fission 1 protein

Protein accession numbers: 1P100132217

Peptide sequence: GIVLLEELLPK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.18 SEQUEST DCn score: 0.445
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 612.3832
Actual minus calculated peptide mass (AMU): -0.003296



100% 1222.75 AMU, +2 H (Parerd Error: -2.7 ppm
P L e, 5 7 S TP 7. e B
K —p —L. L. E } E } L—t L 'bﬁ""l + | =G
b8

> 75%]

IE afl b1

g

E adg0

o 50%:

2 y2

=

@ 25%1 *

o2 b5 ¥5 y7
| | b4 i
0% | . by | . ! hlj‘ | ] b]? | - yﬁlﬂ
0 250 500 750 1000
miz

B| Blons | Be2H BrHs | B-Hzo | ma | wions veoH | vamnz | veHzo |J
1 58.0 G 12238 6124 1206.7 1205.8
2 1711 | 1166.7 8329 1149.7 1148.7 1I:I
3| T2 W 1053.7 h27.3 1036.6 1035.7 | 9
4 | IS838a L 954 6 AFT B 9376 9366 |5
5 | 4964 L 841.5 421 3 8245 8235 7
G 6254 332 6O7_4 E 7284 36T 7114 104 |5
T | ¥5aE IFFT 364 E 599 4 a2 4 H81.4 |5
| 867.5 | 4343 8405 | L | 4703 4533 s
9 | 9806" 490.8 9626 L 3573 340.2 3
10 | FIOFTSE | 053930 1059.7 P 2442 2271 2
11| 1223.8 6124 1206.7 1205.8 K 1471 1301 1

Gene symbol: Fkbpl

Protein name: FK506-binding protein-like

Protein accession numbers: 1P100130791

Peptide sequence: EENAQQILNTAIPFR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.67 SEQUEST DCn score: 0.413
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 872.4553
Actual minus calculated peptide mass (AMU): -0.0003662
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Gene symbol: Fnta

Protein name: Protein farnesyltransferase/geranylgeranyltransferase type | alpha subunit
Protein accession numbers: 1P100118904,IP100757762

Peptide sequence: LWDNELQYVDQLLK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.88 SEQUEST DChn score: 0.491

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 888.964

Actual minus calculated peptide mass (AMU): 0.0028056
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Gene symbol: Fsip2

Protein name: similar to FLJ44048 protein

Protein accession numbers: 1P100352763,I1P100750014

Peptide sequence: VFRPEKEDEVQAAK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.75 SEQUEST DCn score: 0.303
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 823.4279
Actual minus calculated peptide mass (AMU): -0.007202
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Gene symbol: Fthl

Protein name: Ferritin heavy chain

Protein accession numbers: 1P100230145,1P100623482

Peptide sequence: MGAPEAGMAEYLFDK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.83 SEQUEST DCn score: 0.599
Fix modifications: None

Variable modifications: M8: Oxidation (+16.00)

Charge: 2 Observed m/z: 823.3621
Actual minus calculated peptide mass (AMU): -0.007935
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Gene symbol: Gale

Protein name: UDP-glucose 4-epimerase

Protein accession numbers: 1P100153129

Peptide sequence: ADTAWNAVLLR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.79 SEQUEST DChn score: 0.281
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 615.3379
Actual minus calculated peptide mass (AMU): 0.003662




A55.67

100% 122885 AL, +2 H (Parent Erroe: 3.0 ppm
i —t (1] —T —A—t W } L) —A———t— | ——L—+—R
R t L t L t Y —t—p = —p————\f——r— A —t i t o &

> 75%]

5

E

=

o 50%]

._é 858 .87

=

g g'{% ar

25%1 i 3 ”
yd Y3 ¥6 ;7 e b10
e 2 b4 | b5 P?‘ll tﬁll- Waddlal, ﬂa e
0 250 500 750 1000
miz

B| Blons | Be2H BrHs | B-Hzo | ma | wions vad | vans | vezo | ﬂ
1 2.0 A 12297 6153 12126 12117 |11
2 | EERn 1691 D 11586 70 8 11216 11406 |10
3 | p2esy 2701 T 1043.6 h22.3 1026.6 10256 | 9
4 | IESDE 341.2 A 942 6 4718 9255 g
5 | S5 h27.2 w 871.5 436.3 8545 7
6 | P6593% | 3301 6423 641.3 M 6854 3432 bG8 4 G
7 | IE30E3E | E3E5EN || 7133 123 A 5714 hhd 4 5
& 8294 | 4152 | 8124 | 8114 | v | 5004 4833 4
5 | MBA250 | AT | 9254 9724 5 L 401.3 3843 3
10 | F10G5S | 752830 | 10385 | 10375 L 288 2 712 2
11| 1229.7 6153 12126 1211.7 R 1751 1581 1

Gene symbol: Galnt3

Protein name: Polypeptide N-acetylgalactosaminyltransferase 3
Protein accession numbers: 1P100330383,1P100652440

Peptide sequence: TVHSVLYSSPAILLK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.17 SEQUEST DCn score: 0.649
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 814.4755
Actual minus calculated peptide mass (AMU): 0.0007324
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Gene symbol: Garnll

Protein name: Isoform 1 of GTPase-activating RapGAP domain-like 1
Protein accession numbers: 1P100454161,1P100460042

Peptide sequence: SNVNFVTEIFR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.55 SEQUEST DCn score: 0.407

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 663.3504

Actual minus calculated peptide mass (AMU): 0.00769



bE-MH3

100% 1324 B8 AMU, +2 H (Parent Erroe: 5.8 ppm
5 — ] == ] } F ——T+—T ﬂ'ﬁ.—E t | } F } R
R bR B dn e ¥ f——F N ——V—t—N—t—5—]

= T9%] b5-HHZ+1

£ |

(= al1-NH3+2H

&

E

E 50%17 yq-HH3 bg

E 77

@ .I']-:?H-\:."H_

® 25w ¥2 i

b2
RN
0% . —
0 250 500 750 1000 1250
miz

B| Blons | Be2H BiHs | B-Hzo | ma | wions vazd | vans | vezo | ﬂ
1 88.0 F0.0 S 1325.7 663 4 1308.7 1307.7 |11
2 | 202 1851 1841 0] 12387 6198 12116 12206 |10
el il 2841 2831 W 1124.6 H62. 8 1107.6 1106.6 | 9
4 4152 3982 397.2 M 1025.5 7133 1008.5 10075 | &
5 | AE2130 45 2 443 F 911.5 4563 894 5 893 5 7
G 661.3 331.2 6443 6433 W TB4. 4 3|27 7474 F46.4 |6
LR R £ Fa45 4 4.4 T 6654 648 3 BAT 4 |5
& | 8914 | (4462 8744 | 8734 | E | 5643 547.3 | 5463 |4
9 | 0045 | 502580 987.5 986.5 | 4353 418.3 3
10 | FI1516 5763 11345 11336 F 3222 305.2 2
11| 1325.7 G634 1308.7 1307.7 R 1751 1581 1

Gene symbol: Gbas

Protein name: NOD-derived CD11c +ve dendritic cells cDNA, RIKEN full-length enriched library,
clone:F630048H15 product:glioblastoma amplified sequence, full insert sequence
Protein accession numbers: 1P100651782

Peptide sequence: PGPNIYELR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.28 SEQUEST DChn score: 0.241

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 529.7817

Actual minus calculated peptide mass (AMU): -0.008057
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Gene symbol: Gemin5
Protein name: Gem-associated protein 5
Protein accession numbers: 1P100226397,IP100649659
Peptide sequence: VGPGAGASPGAPPFR
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.66

SEQUEST DCn score: 0.656

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 669.3531
Actual minus calculated peptide mass (AMU): 0.001709
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Gene symbol: Ggn

Protein name: gametogenetin isoform 1

Protein accession numbers: 1PI00330597

Peptide sequence: ITLASSATSPTESQVR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.69 SEQUEST DCn score: 0.528
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 824.4247
Actual minus calculated peptide mass (AMU): -0.013757
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Gene symbol: Ginsl

Protein name: similar to DNA replication complex GINS protein PSF1 isoform 3
Protein accession numbers: IP100755820

Peptide sequence: APEGQLPAFNEDGLR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.34 SEQUEST DCn score: 0.68

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 807.4046

Actual minus calculated peptide mass (AMU): 0.008789
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Gene symbol: Gitl

Protein name: ARF GTPase-activating protein GIT1

Protein accession numbers: IP100470095,1P100649373

Peptide sequence: SLSSPTDNLELSAR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.49 SEQUEST DCn score: 0.439
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 745.3782
Actual minus calculated peptide mass (AMU): -0.0012249
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Gene symbol: GIt8d1

Protein name: Isoform 1 of Glycosyltransferase 8 domain-containing protein 1
Protein accession numbers: 1IP100467883

Peptide sequence: LGGTIAAINSVHQNTR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.92 SEQUEST DCn score: 0.623

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 826.4524

Actual minus calculated peptide mass (AMU): 0.0089149
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Gene symbol: Gm1141

Protein name: Novel protein

Protein accession numbers: IPI00775963

Peptide sequence: IQTNVIAVESNPIR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.03 SEQUEST DCn score: 0.678
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 777.4366
Actual minus calculated peptide mass (AMU): 0.0001221
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Gene symbol: Gm234

Protein name: hypothetical protein

Protein accession numbers: 1P100348144

Peptide sequence: LQGTEEEMTDIIDTEELFR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.36 SEQUEST DCn score: 0.787
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1135.0248
Actual minus calculated peptide mass (AMU): -0.013156
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Gene symbol: Golga5

Protein name: Golgin subfamily A member 5

Protein accession numbers: 1P100316682

Peptide sequence: APVSPSSPSGVSSVNTSVTTTK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.58 SEQUEST DCn score: 0.588
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1045.5345
Actual minus calculated peptide mass (AMU): -0.0002441



1024 5%

100%
A P~ —8 ——P—-5 8~ —+8 —H6 +—V —3[H-5 v ——N

208808 AMLI, +2 H (Parent Emee: -0.12 ppm
L . A e o e et fe et

K —=T =T =T —+VN—s5 +T7—n—+V—s -5 +v —ig +8 +p +5+5+P+s+v—+p—a

> 75%] Cioigar y13

= yiojhzo

E : Irtl-:'i:' h'h?‘}lollf‘iq'FH i

= iy

. 50%

=

5

2

25%7 PlaoHzo138l
¥13% |
e 4 T |
0 2000

B| Bilons B+2H Bz | BH2o | an | vions | vesn | vaws | vemzo | v
1 2.0 A 20901 10455 | 2073.0 | 20721 |22
2 [ 1691 P | 2019.0 | 1010.0 | 20020 | 2001.0 |21
3 268.2 v 1922.0 961.5 1905.0 | 1904.0 |20
4 | 255 337.2 s 18229 9120 18059 | 18049 |19
5 | 4523 43427 | P | 17358 | 868.4 | 17188 | 1717.9 |15
g 393 2701 h21.3 s 1638.8 8199 1621.8 | 16208 |17
7 | BEEER | 313.7 6083 | S | 15518 | 7764 | 15348 | 1533.8 |1t
a 234 362.2 f05.4 P 1464.8 329 14477 | 1446.7 |15
9 | 81D | 405.7 924 s 1367.7 684.4 1350.7 | 1349.7 |14
10 | DEEF 4T | 434.2 8494 G 1280.7 640.8 1263.6 | 1262.F7 |13
11 | POEEST 433.8 948 5 v 12237 B12.3 1206.6 | 12056 |12
12| 1053.5 527.3 1035.5 s 1124.6 H62. 8 1107.5 1106.6 |11
15| 1140.5 570.8 11225 s 1037.5 519.3 10205 | 10195 |10
14 | 239067 | 620.3 124 .6 v 950.5 A75.8 933.5 9325 |3
15| 13583.7 G77.3 13366 | 1335.7 M 851.5 426.2 834.4 8334 |3
16 | (1453570 | F27.9 14377 | 1436.7 T T37.4 369.2 204 194 (7
17 | 5817 | L7714 | 15247 | 15237 | S | 6364 | 3187 | 6193 | 6184 |&
15| 1640.8 8209 16238 | 16228 v 75493 h32.3 5313 |5
19| 1741.9 871.4 1724.8 17239 T 4503 433.2 4323 |4
20| F8E42N9 | U922 | 18259 | 18249 T 3492 3322 331.2 |3
| 1944.0 9725 19269 | 1926.0 T 2482 2311 2302 |2
22| 20901 104545 | 2073.0 | 20721 K 1471 1301 1

Gene symbol: Grhpr

Protein name: Glyoxylate reductase/hydroxypyruvate reductase
Protein accession numbers: 1P100130530

Peptide sequence: NTMSLLAANNLLAGLR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.05 SEQUEST DChn score: 0.401
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 836.4659
Actual minus calculated peptide mass (AMU): 0.002319
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Gene symbol: Gss

Protein name: Glutathione synthetase

Protein accession numbers: 1IP100127691

Peptide sequence: VGLLEALLPGQPEAVAR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.72 SEQUEST DCn score: 0.589
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 866.9996
Actual minus calculated peptide mass (AMU): -0.005127
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Gene symbol: Gstt4

Protein name: Adult male testis cDNA, RIKEN full-length enriched library, clone:4930583C14
product:hypothetical Glutathione S-transferase N terminus containing protein, full insert sequence
Protein accession numbers: 1P100137528

Peptide sequence: EYIEINPLR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.96 SEQUEST DCn score: 0.41

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 573.8097

Actual minus calculated peptide mass (AMU): -0.004395
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Gene symbol: Gtf2h3

Protein name: TFIIH basal transcription factor complex p34 subunit
Protein accession numbers: 1P100122664

Peptide sequence: SNQLAVIASHIQESR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.53 SEQUEST DCn score: 0.548
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 826.939

Actual minus calculated peptide mass (AMU): -0.001831
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Gene symbol: H47

Protein name: Selenoprotein S

Protein accession numbers: 1P100114477

Peptide sequence: QLDQAETVLEPDVVVK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.5 SEQUEST DCn score: 0.474
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 891.9796
Actual minus calculated peptide mass (AMU): 0.002319
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Gene symbol: Habp4

Protein name: Isoform 1 of Intracellular hyaluronan-binding protein 4
Protein accession numbers: 1P100123374

Peptide sequence: FHQLLDDESDPFDILR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.33 SEQUEST DChn score: 0.652

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 980.4676

Actual minus calculated peptide mass (AMU): -0.018157



y&

100% 1558.92 AW, +2 H [Parerd Eror: .2 ppm
F——=H——=0—t1—1 I—Djﬁ-D—l—E-—i §——0—p——F —=0— —R—]
g ——L—+—1—D0——F P —EIZ‘J‘;;@%—E—l—D—l—D—J—L—J—L—E—D—E—H—J—F—
.":: 75%7] alb-Nli3+2H b10
w ¥
8
E
z 50%] s
E bS ¥14-NH3
[}
o P - 580.47 695.4 \-1¢ e
yé ' - 14
Sl u T
i b CADEATR A AL , il 11
1] 250 500 750 1000 1250 1 500 1750
miz
B| Blons | Be2H | Bz | BHzo | as | vions | wvezn | v | vz |J
1 1481 F 1960.0 9805 19429 | 19419
2 [pzeEmm | 1431 H | 18129 | 9069 | 17959 | 17949 |15
3| 3 2071 396.2 Q 1675.8 8384 1658.8 | 1657.8 |14
4 h26.3 2636 509.3 L 1547.8 rd 4 1530.7 | 15298 (13
5 | I6393% | 320.2 622 3 L 14347 f17.8 14177 | 14167 |12
6 | IF54Hn | 3777 7374 736 4 D 13116 661.3 1304.6 | 13036 (11
T | BE9ET | 435.2 8524 851.4 D 1206.6 603.8 11895 | 11885 |10
g | e9gs" 4997 981.4 9805 E 1091.5 h46.3 10745 | 10735 |9
9 | 1085.5 543.3 1068.5 | 1067.5 s 962 5 481 8 9455 9445 |8
10 | (1200057 | 600.8 11835 | 11825 D 8755 1382 858.4 85745 | T
11| 1297.6 6493 12805 | 12796 P 7604 B0y f43.4 424 |6
12 | 184406 | 0F22°80 | 14276 | 14266 F 663.4 646 4 6454 |5
13 | 15597 ¥80.3 15426 | 1541.7 D 5163 4993 498.3 |4
14 | 16728 836.9 1655.7 | 1654.7 | A401.3 3843 3
15 | 7858 7893147 | 1768.8 | 1767.8 L 2882 2712 2
16 | 1960.0 980.5 19429 | 19419 R 1751 1581 1

Gene symbol: Haghl

Protein name: Adult male cerebellum cDNA, RIKEN
clone:1500017E18 product:similar to HAGH

Protein accession numbers: 1P100119017

Peptide sequence: GNAELAHILPGLAVLGADER

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.83 SEQUEST DCn score: 0.467
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1008.5538
Actual minus calculated peptide mass (AMU): 0.01172

full-length enriched library,
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Gene symbol: Hars

Protein name: Histidyl-tRNA synthetase, cytoplasmic

Protein accession numbers: 1P100116991,IP100331327

Peptide sequence: IGDYVQQHGGVSLVEQLLQDPK
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.29 SEQUEST DCn score: 0.253
Fix modifications: None

Variable modifications: None

Charge: 3 Observed m/z: 808.4239
Actual minus calculated peptide mass (AMU): -0.0012249
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Gene symbol: Hdgfrp3
Protein name: Isoform 1 of Hepatoma-derived growth factor-related protein 3
Protein accession numbers: 1P100224067,I1P100608040,I1P100654313

Peptide sequence: GFNEGLWEIENNPGVK
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.76

Fix modifications: None

Variable modifications: None

Charge: 2

Observed m/z: 901.9385

Actual minus calculated peptide mass (AMU): -0.0021955

SEQUEST DCn score: 0.503
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Gene symbol: Hdlbp

Protein name: Vigilin

Protein accession numbers: 1P100123379

Peptide sequence: LVGEIMQETGTR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.79 SEQUEST DCn score: 0.466
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 667.3429
Actual minus calculated peptide mass (AMU): -0.0008545
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Gene symbol: Heatr5b

Protein name: HEAT repeat containing 5B

Protein accession numbers: 1P100762140

Peptide sequence: MAGLQALEDIIK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.59 SEQUEST DCn score: 0.198
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 651.3577
Actual minus calculated peptide mass (AMU): -0.006592
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Gene symbol: Herc4

Protein name: Isoform 1 of Probable E3 ubiquitin-protein ligase HERC4
Protein accession numbers: 1P100453903,1P100554980

Peptide sequence: ENIVGDAMEVLR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.87 SEQUEST DCn score: 0.422

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 673.342

Actual minus calculated peptide mass (AMU): -0.002441
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10 | FI05815) | 1629:81 | 1041.5 | 10405 | v || 387.3 370.3 3
11 | FIIF16 | (58630 | 11545 | 11536 L 288.2 271.2 2
12| 13457 | 6733 | 13287 | 1327.7 | R | 1751 158.1 1

Gene symbol: Hiflan

Protein name: Isoform 1 of Hypoxia-inducible factor 1 alpha inhibitor
Protein accession numbers: IP100652254

Peptide sequence: EEAEAPGPAWDESQLR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.65 SEQUEST DCn score: 0.53

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 892.9042

Actual minus calculated peptide mass (AMU): -0.008789
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B| Buns | Ben | Brms | BHoo | s | viens | vea | v | vieo | v
1 1301 112.0 E 1784.8 8929 1767.8 | 1766.8 |16
2 2591 2411 E 1655.8 8284 1638.7 | 1637.8 |15
3 | 2308 321 A 1526.7 7639 1509.7 | 1508.7 |14
4 4592 441.2 E 14557 7284 1438.7 | 1437.7 [13
5 | 53027 5122 A 1326.6 663.8 1309.6 | 13086 (12
E | DB2FET | 341 609 3 P 12556 6283 12386 | 12376 |11
7 | BBEET | 3427 6663 G 1158.5 5798 11415 | 11405 (10
g | F813n | 391.2 f63.3 P 11M1.5 561.3 1084.5 | 108348 |9
9 426.7 8344 A 1004.5 H02.T7 987 5 9865 |&
10 | (103855 | 519.7 10204 i 9334 467.2 6.4 MH4 |7
11 | EIENS3ES) | SRR 11355 D TAT 4 3742 7303 294 |6
12 | 28205 | U641.80 1264.5 E 6323 6153 614.3 |5
13| 1369.5 685.3 1351.5 = 503.3 486.3 4853 |4
14 | (4976 | [F49:37 | 14806 | 14796 Q 4163 3992 3
15 | FIGT00F | 7805297 | 1593.F | 15927 L 2882 271.2 2
16 [ 1784.8 89249 1767.8 | 1766.8 R 1751 1581 1

Gene symbol: Histlh2ba

Protein name: Histone H2B type 1-A

Protein accession numbers: 1P100111957

Peptide sequence: AMSIMNSFVTDIFER

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 5.14 SEQUEST DCn score: 0.634
Fix modifications: None

Variable modifications: M2: Oxidation (+16.00)

Charge: 2 Observed m/z: 888.9191
Actual minus calculated peptide mass (AMU): 0.0003662
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B| Blons | Be2d | BaHz | BHzo | aa | viens | veoH | vz | vizo | v
1 ¥2.0 A 1776.8 g88.9 1759.8 | 1758.8 [15
2 2191 mM+16 | 1705.8 8653 4 1688.8 | 16878 (14
3 | 306 2881 s 1558.8 ¥ra9 1541.7 | 15408 [13
4 | T2 401.2 | 1471.7 f36.4 14547 | 1453.7 [12
5 | As0E2T 5322 ] 13586 6798 13416 | 13406 |11
5 |IB6&:3) | 3326 | 6473 | 6463 | N | 12276 | 6143 | 12106 | 12096 |10
7 | IE5180 | BSFEE | | 7343 7333 s 11136 5673 1096.5 | 10955 |49
a 898 4 4497 881.4 880.4 F 1026.5 38 1009.5 | 10085 |&
8 | P89FEY | Aan 980.4 9794 v 879.5 440.2 862 4 861.5 |7
10 | (10985 | "549:87 | 10815 | 10805 T 7804 3907 7634 f62.4 |6
11 | 21335 | 607.3 11965 | 11955 D 6793 662 3 661.3 | =
12 | 1326067 | 663.8 13096 | 1308.6 | h64.3 H47.3 H46.3 |4
13 | (47300 | 0F3730 | 14567 | 14557 F 4512 43432 4332 |3
14| (IBDZ:7) | 8019 | 15857 | 15847 | E | 3042 2871 | 2862 |2
15| 1776.8 8889 17598 | 1758.8 R 1751 1581 1

Gene symbol: Histlh2bp

Protein name: Isoform 1 of Histone H2B type 1-P
Protein accession numbers: 1P100648991,IP100761713
Peptide sequence: AMGIMNSFVNDIFER
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 5.08
Fix modifications: None
Variable modifications: None

Charge: 2

SEQUEST DCn score: 0.658

Observed m/z: 872.4139
Actual minus calculated peptide mass (AMU): 0.0002441
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B| Blons | Be2d | Bz | BhHzo | aa | viens | veo | vz | vizo | v
1| 72.0 A | 17438 | 8724 | 17268 | 17258 |15
2| 2031 1L 16728 8369 16558 | 16548 |14
3 | F260AN G 1541.7 7714 15247 | 1523.7 |13
4 | ISF3E 1 1484.7 f4293 14677 | 1466.7 |12
S | 04520 A 1371.6 G863 13546 | 13536 N
& | 6183 | 3096 | 601.3 N | 12406 | 6208 | 12236 | 12226 |10
7 | F05I3T | 353.2 6883 GBT.3 s 11265 563.8 11095 | 11085 |39
g | NB52HY | T426F0 | 8354 8344 F 1039.5 5203 10225 | 10115 |5
9 |P9514 | 476.2 934.4 9334 W 8925 4467 8754 8744 |7
10 | (D655 | 5333 10485 | 1047.5 N 7934 3872 ff6A4 54 |&6
11 | 18050 | 5908 11635 | 11625 D 6793 6623 661.3 |5
12 | (12936 | '64737 | 12766 | 12756 | h64. 3 H47. 3 H46.3 |4
13 | 4400 | 0F20080 | 14236 | 14227 F 4512 4342 4332 |3
14 | [AGB9.T | UF854) | 15527 | 15517 | E 304.2 2871 | 286.2 |2
15| 17438 8724 17268 | 17258 R 1751 1581 1
Gene symbol: Hmgcl
Protein name: Lung RCB-0558 LLC cDNA, RIKEN full-length enriched library,

clone:G730031H02 product:3-hydroxy-3-methylglutaryl- Coenzyme A lyase, full insert sequence
Protein accession numbers: IPI00379694
Peptide sequence: LIDMLSEAGLPVIEATSFVSPK
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.71
Fix modifications: None
Variable modifications: None

Charge: 2

SEQUEST DChn score: 0.407

Observed m/z: 1159.1215
Actual minus calculated peptide mass (AMU): -0.001465
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B| Buns | Ben | Brms | BHo | sa | viens | vead | v | vizo | v
1 1141 L 2317.2 | 115491 2300.2 | 22992 (22
2 272 | 2042 | 11026 | H871 H861 |
3 3422 3242 D 20911 1046.0 | 2074.0 | 20731 |20
4 4732 455 2 M 1976.0 988 5 1959.0 | 1958.0 (19
5 h86.3 h68.3 L 1845.0 923.0 1828.0 | 1827.0 |13
B 6734 337.2 6554 s 1731.89 866.5 17149 | 17139 [17
7 | meoz@a | 4017 7844 | E | 164489 | 8230 | 1627.9 | 1626.9 |16
a | BF3an | 437.2 855.4 A 15158 hi. 4 1498.8 | 14978 |15
9 | P930sT | 465.7 9245 G 1444.8 229 1427.8 | 1426.8 (14
10 | FID935S) | 5223 1025.5 L 1387.8 694 4 13708 | 13698 [13
11 | 140067 | 5708 11226 P 12747 6379 1257.7 | 12567 |12
12| 2397 | 6203 12217 | v | 1177.7 | 5893 | 1160.6 | 11506 |11
13| 1352.8 6769 1334.7 | 1078.6 5398 10615 | 10606 |10
14 | 1481.8 | 0F414 1463.8 E 9655 4833 9485 9475 |19
15| 15528 fT6.9 1534.8 A 836.5 M8y 8194 8184 |&a
16 | MIBS3190 | 18274 16359 T 7654 3832 7484 FA4T 4 |7
17 | 74097 | 871.0 17229 s 6644 3327 647.3 646.4 |6
13 | F1BBBIDN | 94445 1870.0 F 5TT.3 h60.3 593 |5
19 | (19871 994.0 1969.0 v 430.3 413.2 4123 |4
20| 20741 1037.5 20561 s 331.2 4z N3z |3
M M7 10861 M531 P 2442 271 2
22 2317.2 | 1158491 2300.2 | 22992 K 1471 1301 1

Gene symbol: Hnrph2

Protein name: Heterogeneous nuclear ribonucleoprotein H'
Protein accession numbers: 1P100108143

Peptide sequence: ATENDIYNFFSPLNPMR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.44 SEQUEST DCn score: 0.518
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1014.9806
Actual minus calculated peptide mass (AMU): 0.004395
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B| Blons | Ben | Bnms | BHzo | aa | vins | wea | v | vezo | v
1] 72.0 A | 20290 | 1015.0 | 2011.0 | 2010.8 |17
2| 1734 1551 | 1 | 1957.8 | 679.5 | 1940.9 | 1939.9 |1
3| 3024 7841 | E | 18568 | 028.0 | 1830.8 | 1838.0 |15
4 | HA1B.20 309.7 | 3982 | N | 1727.8 | 864.4 | 1710.8 | 1709.8 |14
5| 631.2 5142 | 5132 | D | 1613.8 | B07.4 | 1596.8 | 15958 |13
5| 6443 | 3227 | B627.3 | 6263 | | | 14988 | 7499 | 1481.7 | 1480.7 |12
7 |B07:4" | 140420 | 790.3 | 789.3 | v | 13857 | 693.3 | 1368.6 | 1367.7 |11
5 | 8214 | (461:20 | 9044 | 9034 | m | 12226 | 611.8 | 12056 | 12046 |10
3 |M0685 | 6347 | 1051.4 | 10505 | F | 1108.6 | 554.8 | 1091.5 | 1080.5 |9
10 M215:5 | '608:31 | 11985 | 11975 | F | 961.5 |/ 481.3 | 0445 | 9435 (&
118026 | 651.8 | 12855 | 12845 | s | (8144 | 407.7 | 797.4 | 796.4 |7
12| 13996 | 700.3 | 13826 | 13816 | P | 727.4 |1 3642 | 7104 B
13 | AIS1207 | IFS6:97 | 14957 | 14947 L 6303 613.3 5
14 | IG260F | W813190 | 1609.7 | 1608.7 M 5173 500.2 4
15| 17238 | 8624 | 1706.8 | 17058 | P || 4032 386.2 3
16| 11854181 | 0270 | 1837.8 | 18368 | M | 306.2 789.1 2
17| 2029.0 | 1015.0 | 2011.9 | 20108 | R | 1751 158.1 1

Peptide sequence: DLNYCFSGMSDHR

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.64 SEQUEST DCn score: 0.844
Fix modifications: C5: Carbamidomethyl (+57.02)

Variable modifications: None

Charge: 2 Observed m/z: 801.3265
Actual minus calculated peptide mass (AMU): -0.002564
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B| Blons | Be2H BrHs | BHzo | ma | wions veoH | vamnz | vHzo |J
1 116.0 93.0 D 1601.7 801.3 1584.6 | 1583.6
2 2291 11 L 1486.6 f43.8 14696 | 1468.6 12
3 | EEEas 3261 3262 M 1373.5 687.3 1356.5 | 135558 |11
4 | PA0627 4892 188 2 Y 1259.5 630.3 12425 | 12415 |10
5 | NBEB3T 649.2 | 6483 |(C+57 | 10964 | 5487 | 1079.4 | 10784 | o
B 8133 407.2 T96.3 f95.3 F 936.4 A68.7 9194 9184 (3
7| P9004T | 4507 8833 882 4 s 739.3 395.2 723 713 |7
g | DO5F4 | TEre2 9404 9394 G 7023 317 685.3 684.3 |6
9 | 1088 | '544T 1071.4 | 10704 L] 6453 3231 628.3 6273 |5
10| 11755 | '688:27 | 11584 1157.4 5 514.2 2576 A97.2 A96.2 |4
11 | F1290850 | 6457 12735 | 12725 D A2T.2 141 410.2 409.2 |3
12 | F14S | 081430 | 14105 | 14095 H N22 156.6 2952 2
13| 1601.7 801.3 1584.6 | 1583.6 R 1751 1581 1
Peptide sequence: PSGEAFVELESEDEVK
Exclusive (unique to this protein): FALSE
SEQUEST XCorr score: 4.49 SEQUEST DCn score: 0.598
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 882.9184
Actual minus calculated peptide mass (AMU): 0.01086
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E| Blons E+2H BaHs | BHzo | ma | wions veoH | vamnz | veHzo |J
1 931 P 1764.8 8829 17478 | 1746.8
2 1851 1671 s 1667.8 834.4 1650.7 16498 |15
3 2421 2241 G 1580.7 f90.9 1563.7 | 1562.7 |14
4 | 3T 3532 E 15237 762.4 1506.7 | 15057 |13
S | R 424 2 A 1394.7 697.8 13776 | 13767 |12
6 | EGE0EE | 2951 571.3 F 13236 B62.3 13066 | 13056 |11
7 (6883 | 3447 670.3 v | 11766 | 5888 | 11595 [ 11585 |10
g | BITFE | 409.2 799.4 E 1077.5 539.3 10605 | 10595 | 9
9 | 8305 | 465.7 9125 L 9485 AT4T 931.4 9304 |3
10 | FI059%° | 530.3 1041.5 E 835.4 1182 8183 8174 |7
11 | 14615 | 1573:80 11285 | s 7063 | 3537 | 6893 | 6883 &
12| 1275.6 638.3 12576 E 6193 G023 601.3 |5
13 | 139067 | 695.8 13726 D 490.3 A73.2 4722 |4
14 | 519061 | OFED30 1501.6 E 3752 3582 357.2 |3
15 | FIG18.F 809.9 1600.7 W 246.2 2292 z
16| 1764.8 8329 17478 | 17468 K 1471 1301 1

Peptide sequence: STGEAFVQFASQEIAEK

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 4.91 SEQUEST DCn score: 0.656
Fix modifications: None



Variable modifications: None
Charge: 2 Observed m/z: 921.45
Actual minus calculated peptide mass (AMU): 0
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Bions | Be2H | Ban3 | B-zo | aa | viens | wved | vewns | vezo | v |

=]

1 88.0 70.0 s 18419 921.5 | 18249 | 18239 (17
2| 1891 171.1 T 17549 8779 | 17378 | 17369 (16
3| 2461 2281 G 1653.8 8274 | 16368 | 16358 (15
4 3571 E 15968 989 | 157¥9.8 | 1578.8 |14
5 4282 A 14678 344 | 14507 | 14497 (13
£ 575.3 F 1396.7 6989 | 1379.7 | 1378.7 [12
7 674.3 v 12496 6253 | 12326 | 12316 N1
g8 803.4 8024 e 11506 5758 | 11335 | 11326 (10
9 950.4 949.4 F 10225 511.8 | 10055 | 10045 |9
10 | F 10215 | 1020.5 A 875.5 438.2 8584 8574 |8
11 11085 | 1107.5 s 8044 4027 FBY 4 FBE4 |7
12 12365 | 12356 Q F17.4 359.2 F00.4 6994 |6
13 13656 | 1364.6 E 5893 5723 571.3 |5
14 14787 | 147¢.F 1 460.3 443.3 4423 |4
15 1549.7 | 15487 A 3472 330.2 3292 |3
16 16788 | 16778 E 276.2 25491 2581 |2
17 18249 | 18239 K 1471 1301 1

Gene symbol: Hook?2

Protein name: Hook homolog 2

Protein accession numbers: IP100381165

Peptide sequence: EYIEELEPPTDSSTAR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.98 SEQUEST DCn score: 0.614
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 918.9313
Actual minus calculated peptide mass (AMU): 0.00415
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B| Blons | Be2H BiHs | B-Hzo | ma | vions | ween | vans | viheo |J
1 1301 112.0 E 18369 9189 1819.8 1818.8

2 2931 2751 Y 1707.8 854 .4 1690.8 1689.8 |15
3 | 406320 3882 | 15447 irz29a 1527.7 1526.7 |14
4 | 535S MT.2 E 14317 7163 1414.6 14137 |13
5 | DEEE3T 646.3 E 1302.6 651.8 12856 12846 |12
6 | DFEFAT 389.2 594 L 11736 87 3 1156.5 11556 |11
7 | 9064 4537 8884 E 1060.5 5308 1043.5 10425 |10
g | [nn3a a02.2 985.5 P 931.5 A66.2 914.4 9134 (3
9 | 1 00s 550.8 10825 P 8344 MT.T 8174 8164 |3
10 | FI2060 601.3 1183.5 T T37.3 369.2 203 193 |7
11 | 13166 658.8 1298.6 D 636.3 NeT 6193 6183 |5
12 140316 | 170230 13856 | 5 | 521.3 5042 | 5033 |5
13 | F1490:F f45.8 14726 s 4342 AMTF.2 MB.2 |4
14 | ST 796.4 1573.7 T 3472 3302 3292 |3
15| 1662.7 | 783129 16447 A 246.2 2291 2
15| 1836.9 9189 13198 | 1818.8 R 1751 1581 1

Gene symbol: Hspel

Protein name: 10 kDa heat shock protein, mitochondrial

Protein accession numbers: 1P100263863

Peptide sequence: VLQATVVAVGSGGK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.06 SEQUEST DCn score: 0.686
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 643.3804
Actual minus calculated peptide mass (AMU): 0.004761
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B| Bions | Be2d | Brms | BH2o | ma | viens | v | v | vio v
1 1001 v | 12858 | 6434 | 1268.7 | 1267.7 |14
2 | I L | 1186.7 |1 593.8 | 1169.7 | 1168.7 |13
3 | 13412 324.2 e | 10736 | 537.3 | 1056.6 | 10556 |12
4 | ISEEN 3952 A |19455 | 4733 | 9285 | 827.5 |11
5 | 4063 | 4953 | T | 8745 | 437.8 | 8575 | 8565 |10
5 |W61241 | 3067 | 5954 | 5944 | v | 773.5 | 387.2 | 756.4 | 7554 |9
7 | F1EE | 3562 6944 693 4 v 6F4.4 | 3377 657 4 B56.4 | &
5 |D¥BZG) | 391.7 | 7655 | 764.5 | A |[575.3 | 288.2 | 558.3 | 557.3 |7
o |8B1I6N | 1441:3) | 8645 | 8635 | v | (5043 | 2526 | 4873 | 4863 |6
1083861 | 460.8 | 9215 | 9206 | G | 405.2 388.2 | 387.2 |&
11[/1026:6: | 513.3 | 10086 | 10076 | s | 34832 331.2 | 3302 |4
12| 1082.6 | 1641:81 | 10656 | 1064.6 | G | 261.2 2441 3
13| [189:6 | 570.3 | 11226 | 11216 | G | 2041 187.1 2
14| 1285.8 | 643.4 | 12687 | 1267.7 | K | 147. 130.1 1

Gene symbol: Ift52

Protein name: Intraflagellar transport 52 homolog
Protein accession numbers: IPI00459776

Peptide sequence: STILFNAYK

Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.55
Fix modifications: None
Variable modifications: None

SEQUEST DCn score: 0.56

Charge: 2 Observed m/z: 528.7873
Actual minus calculated peptide mass (AMU): -0.006104
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B B+2H Bz | BH2o | an | vions | vesn | ovaws | vemzo | v
1 0.0 s 1056.6 288 10395 | 10386 |9
2 1711 T 969.5 485 3 9525 9518 |3
3 2 2 2842 | B68.5 4348 851.5 7
4 153 3973 L 7554 78z 7384 G
5 62 h44.3 F 6423 6253 5
G 6764 387 659.3 6584 M 4953 4782 4
7 |DF4T40 | 3742 | 7304 | 7294 | A 381.2 364.2 3
g | erns 4557 893.4 8925 ¥ 3102 2932 2
9 | 1056.6 h28.8 10395 | 1038.6 K 1471 1301 1

Gene symbol: Ift57
Protein name: 10 days neonate cerebellum cDNA, RIKEN full-length enriched library,



clone:B930036N12 product:HUNTINGTIN-INTERACTING PROTEIN-1 PROTEIN
INTERACTOR, full insert sequence

Protein accession numbers: 1P100312710

Peptide sequence: YINNQLEHLVQEYR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.01 SEQUEST DCn score: 0.597

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 909.9615

Actual minus calculated peptide mass (AMU): 0.0012249
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B| Bions | Be2d | Brms | BH2o | s | viens | vea | v | vieo v
1 164.1 ¥ 18189 9100 1801.9 | 13009 (14
2 2772 | 16559 828 4 1638.8 | 1637.8 [13
3 | e ar4.2 M 1542 8 iT1.9 15257 | 15248 |12
4 H05.2 4882 N 14287 1419 1411.7 | 14107 |11
5 | D63330 6163 Q 1314.7 657 8 1297.7 | 1296.7 (10
G T46.4 3737 729 4 L 1186.6 5938 11696 | 11686 |9
7| DeFsa 4382 858 4 857 4 E 10735 H37.3 1056.5 | 10555 | &
g | s 206.8 995.5 994.5 H 9445 472.8 927.5 9265 |7
9 |FM1256 | 563.3 11085 | 1107.6 L 807.4 404.2 7904 894 |6
10 | 1224067 | T6128 1207.6 | 1206.6 W 6944 6773 676.3 | =
11 | 3527 6769 13357 | 13347 Q 5953 783 aFF.3 |4
12 | 48158 | 0F41040 | 1464.7 | 14637 E 467.2 4502 449.2 |3
13 | FIG44187 | m8229 16278 | 1626.8 ¥ 3382 3212 2
14| 1818.9 9100 18M1.9 | 1800.9 R 1761 1581 1

Gene symbol: Ift81

Protein name: Isoform CDV-1R of Intraflagellar transport 81
Protein accession numbers: 1P100153942

Peptide sequence: LEVPSEFLQDETVADTNK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.06 SEQUEST DCn score: 0.632
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1017.9985
Actual minus calculated peptide mass (AMU): 0.001709
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B| Blons | B+2H | Bz | B-Hzo | Aa | viens | vz | ves | ven2o |J
1] 1141 L | 2035.0 | 1018.0 | 2018.0 | 2017.0
2| 2431 2251 E 19219 9615 | 1904.9 | 19039 1?’
3| 3422 3242 W 17929 8969 | 17758 | 17749 (16
4 | 4393 421.3 P 1693.3 8474 | 16¥6.8 | 16758 |15
5| 5263 508.3 s 1596.7 fO8.9 | 1579.7 | 15678.7 |14
6 | WB55:3) | 328.2 637.3 | E | 1508.7 || 755.4 | 1402.7 | 14917 |13
7| me02En | 4017 844 F 13807 6908 | 13636 | 13627 (12
& | P915%5T | 4583 897.5 L 12336 6173 | 1166 | 11156 [N
9 | 1043.5 5223 | 10265 | 1025.5 o 11205 5608 | 11035 | 11025 (10
10 | FI168167 | 5798 | 11415 | 11406 D 9925 4967 9754 9744 |9
11| [287:6 | 644.3 | 12706 | 12606 | E | 877.4 | 439.2 | 860.4 | 859.4 |&
12 | FI3880F | 694780 | 1371.6 | 13707 T F48.4 IT4TF 314 304 |7
13 | FA487F | 7444 | 14707 | 14697 W 6473 3242 630.3 629.3 |6
14 | F1558281 | 7799 | 15417 | 15408 A 548.3 531.2 5303 | s
15 | FIG¥308 | 783740 | 1656.8 | 1655.8 D 47F.2 460.2 4502 | 4
16| AF74:8 | 887.0 | 1757.8 | 1756.8 | T | 362.2 3452 | 3442 |3
17 | 1888.9 | 844797 | 18719 | 18709 M 261.2 2441 2
15| 2035.0 | 1018.0 | 20180 | 2017.0 | Kk | 1471 130.1 1

Gene symbol: Impadl
Protein name: Inositol monophosphatase 3

Protein accession numbers: 1P100228719

Peptide sequence: FSLFGLGSEPAAGEAEVASDGGTVDLR
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.52
Fix modifications: None
Variable modifications: None

Charge: 2

SEQUEST DCn score: 0.663

Observed m/z: 1326.646

Actual minus calculated peptide mass (AMU): 0.004883
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B| Blons | B+2H | Bz | B-Hzo | Aa | viens | ve2H | ves | venzo |J
1| 148.1 F | 76523 | 13266 | 2635.3 | 2634.3

2| 2351 7T |5 | 25052 [masaai| 24887 | Mar s [
3| 3482 3302 | L | 24182 | 12096 | 2401.2 | 2400.2 |2
4| 4953 4773 | F | 23051 | 1153.0 | 2288.1 | 2287.1 |24
5| 5523 5343 | G | 21580 | 1079.5 | 2141.0 | 2140.0 |23
5| 6664 | 3332 647.4 | L | 2101.0 | 1051.0 | 2084.0 | 2083.0 |2
7| I¥2240 | 3617 7044 | G | 1987.9 | 9945 | 1970.9 | 1969.9 |21
5 | N809AY | 405.2 701.4 | S | 19309 | 966.0 | 1913.9 | 19129 |20
3 | 9385 | 469.7 9205 | E | 18438 | 9224 | 1826.8 | 1825.9 |19
10| 10355 | 518.3 10175 | P | 17148 | 857.0 | 1697.8 | 1696.8 |18
11| 1065 | 553.8 10885 | A | 1617.8 | 809.4 | 1600.8 | 1599.8 |17
12 | EEIE | ESBNEn 11596 | A | 1546.7 | 773.9 | 1520.7 | 1528.7 |16
13| 12346 | 617.8 12166 | ¢ | 1475.7 | 738.4 | 1458.7 | 1457.7 |15
14| 1363.7 | 682:30 13456 | E | 14187 | 709.8 | 1401.7 | 1400.7 |14
15 | M4BT | 717.9 14167 | A | 12896 | 6453 | 12726 | 12716 |13
16| 16637 | 782.4 15457 | E | 12186 | 609.8 | 1201.6 | 12006 |12
17 | 11866281 | 831.9 16448 | v | 10895 | 5453 | 10725 | 1071.5 |11
16| 173381 | 867.4 17158 | A | 9906 | 4058 | 8735 | 9725 |10
19| 182081 | 910.9 18020 | s |/ 9195 | 460.2 | 902.4 | 901.4 |9

20| 119358 | 968.5 1917.0 | D [18324 | 4167 | 8154 | 8144 |8

21 | 199219 | PO9F00 19749 | G 7174 3592 700.4 699.4 |7

22| 2049.9 | 10255 2031.9 | ¢ | 660.4 | 3307 | 6433 | 6424 |6

23| 2151.0 | 1076.00 21330 | T | 6034 586.3 | 5853 |5

2¢| 22501 | 11255 72321 | v | 5023 4853 | 4843 |4

25| 23651 | 1183.00 73471 | D | 4032 386.2 | 3852 |3

26| 2478.2 | 11239.60 2460.2 | L | 2882 771.2 2

27| 26523 | 1326.6 | 26353 | 76343 | R | 1751 158.1 1

Gene symbol: Ipoll

Protein name: Isoform 1 of Importin-11

Protein accession numbers: 1P100280252,I1P100720099

Peptide sequence: IFQNMSPLLELSSENLR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.78 SEQUEST DCn score: 0.516
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 996.0163
Actual minus calculated peptide mass (AMU): -0.002441
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B| Blons | B+2H | bz | B-Hzo | Aa | viens | vz | ves | ven2o |J
1] 1141 I | 1991.0 | 996.0 | 1974.0 | 1973.0

2| 261.2 F [ Ta7re |sausi| 18609 | 18539 16
3| 3802 372.2 @ | 17309 |1 8658 | 17130 | 17128 |15
4 | 503130 486.2 N [ /1602.8 | 801.9 | 15858 | 1584.8 |14
5 | 1634:3" 617.3 M| 1488.8 | 744.9 | 1471.8 | 1470.8 [13
6 |0721:3) | 361.2 | 704.3 | 7033 | S | 1354.7 | B679.4 | 1340.7 | 1339.7 |12
7 18184 | 4097 | 801.4 | 8004 | P | 1270.7 | 6359 | 1253.7 | 1252.7 |11
518316 4662 | 9144 | 9135 | L | 11737 | 587.3 | 11566 | 11556 |10
a | 044:61| 522.8 | 1027.5 | 10265 | L | 1060.6 | 530.8 | 1043.5 | 10425 |3

10| 173:6 | '687:31 | 11566 | 11556 | E | 947.5 | 4742 | 0305 | 9205 |&

11| [286.7. | /643:81 | 1269.7 | 1268.7 | L | 8184 | 4097 | 801.4 | 8004 |7

12 | [AB73:7 | 6874 | 1356.7 | 1355.7 | S | 7054 | 3532 | 6883 | 6873 |6

13| 1460:8 | 1730.9) | 14437 | 14427 | s | 6183 601.3 | 6003 |5

14| 15898 | 7954 | 15728 | 1571.8 | E | 531.3 5143 | 5133 |4

15 | FIT03:8) | 18524 | 1686.8 | 16858 | N || 4023 3852 3

16 | [1816:9) | 1909:0 | 17998 | 17980 | L | 2882 771.2 2

17| 1891.0 | 996.0 | 1974.0 | 19730 | R | 1751 158.1 1

Gene symbol: 1pol13

Protein name: Isoform 1 of Importin-13

Protein accession numbers: 1P100169541,1P100453577

Peptide sequence: LFQAEDSPVDSQGR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.83 SEQUEST DCn score: 0.565
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 774.8681
Actual minus calculated peptide mass (AMU): -0.001099
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B| Blons | Be2H | Bz | BHzo | am | vions | vezn | vewns | vz |J
1] 1141 L | 1548.7 | 774.9 | 1531.7 | 1530.7

2 | N EEEIAL T AR ERTIANIE
3| 389.2 372.2 G | 12886 | 6448 | 1271.5 | 12706 |12
4 | HAB03N 4432 A |1160.5 | 5808 | 11435 | 11425 |11

5 | 158930 572.3 | 571.3 | E | 10895 | 5452 | 10725 | 1071.5 |10
5 L7043 | 3527 | 687.3 | 6863 | D | 960.4 | 480.7 | 9434 | 9424 |9

7 | I7914 | 139620 | 7743 | 7734 | S | 8454 | 4232 | 8284 | 8274 |5

5 | 8BB4 | (44470 | B71.4 | 8704 | P | 798.4 | 379.7 | 741.4 | 740.4 |7

o (/8875 | 4942 | 9705 | 9695 | v | 661.3 | 331.2 | 6443 | 6433 |5

10| 11025 | 551.8 | 10855 | 10845 | D | 562.3 5452 | 5443 |5

11| [189:5) | 1695:30 | 11725 | 11715 | s | 4472 430.2 | 429.2 |4

12 | [A317:6: | 1659:31 | 13006 | 12996 | o | 3602 3432 3

13| 37461 | 16B7:8) | 1357.6 | 1356.6 | G | 2321 2151 2

14| 1548.7 | 7749 | 1531.7 | 15307 | R | 175. 158.1 1

Gene symbol: Igcg

Protein name: 1Q domain-containing protein G

Protein accession numbers: 1P100265356,I1P100753342
Peptide sequence: AEELLLEEIEK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.34 SEQUEST DCn score: 0.32
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 658.3496
Actual minus calculated peptide mass (AMU): -0.0085453
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B| Blons | Be2H BrHs | B-Hzo | ma | wions veoH | vamnz | vHzo |J
1 2.0 A 1315.7 6584 1298.7 | 12977
2 | s 1831 E 12447 6228 12276 | 12267 1|:|
3| 330 21 E 1115.6 5583 1098.6 | 10976 |9
4 | aEaan 425 2 L 986.6 193 8 969.6 9686 |3
5 | 556137 H38.3 L 8735 437.3 856.5 85545 |7
6 | DBE9HY | 33512 651.4 L 7604 B0y 7434 424 |6
7| 98T | 3999 804 E 6473 630.3 6293 |[=
g | e2¥sr A64.2 9095 E 5183 H01.3 5003 |4
9 | F040s | 52008 10225 | 389.2 Irz22 I3F1.2 |3
10 | FITB906° | 758530 1151.6 E 2762 2591 2581 2
11| 13158.7 658.4 1298.7 | 1297.7 K 1471 1301 1




Gene symbol: Ivd

Protein name: Isovaleryl-CoA dehydrogenase, mitochondrial precursor
Protein accession numbers: 1P100471246

Peptide sequence: LYEIGAGTSEVR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.03 SEQUEST DCn score: 0.552

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 647.8325

Actual minus calculated peptide mass (AMU): -0.0070758
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B| Blons | Ben | Bz | BHzo | sa | viens | vea | v | vezo v
1] 1141 L | 12947 | 647.8 | 1277.6 | 1276.7 |12
2 | Y 1181.6 591.3 | 11645 | 11636 1
3 | 406227 388.2 E 10185 5098 | 1001.5 | 10005 (10
4 | ISTOEN 501.3 I 889.5 4452 872.5 8715 |39
5 | I5¥E3T 558.3 G fT6.4 Jser¥ Fh0.4 FhB4 |8
5| B47.3 | 324.2 629.3 | A | 719.4 |1 3602 | 7023 | 701.4 |7
7| F0aEE | 3527 6864 G 648.3 3247 631.3 6303 |6
5 | WBD5&W | 4032 87 4 T 591.3 574.3 5733 |5
9 | DE92Hn | 446.7 8r4.4 = 490.3 473.2 4723 |4
10 | FIDZ215ST | P13 1003.5 E 403.2 JB6.2 |sH2 |3
11| [4120:5: | 560.8 11025 | v | 2742 257.2 2
12 | 12947 G478 | 12976 | 12767 R 1751 1581 1

Gene symbol: Jmjdla

Protein name: Isoform 1 of JmjC domain-containing histone demethylation protein 2A
Protein accession numbers: 1P100460716

Peptide sequence: FDDLMANIPLPEYTR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.11 SEQUEST DCn score: 0.606

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 897.9448

Actual minus calculated peptide mass (AMU): 0.007813
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B| Blons | Be2H | Bz | BH2o | am | vions | vezn | vewns | vz |J
1 1481 F 17949 8979 17779 | 1776.9
2| 2631 2451 D 1647 8 8244 16308 | 1629.8 14
3| 3781 3601 D 1532 .8 7669 15158 | 15148 |13
4 | 912N 4732 L 1417.8 7094 1400.F | 1399.7 |12
5 %"3 604.2 A 1304.7 652 8 12876 | 12867 |1
6 (N 347 2 6753 A 11736 H87 3 1156.6 | 11556 (10
7 404.2 7903 7893 L 11026 561.8 10856 | 10846 |9
g B 4607 | 9034 9024 | 9886 104 8 971.5 9705 |&
9 509.2 1000.5 999.5 P 875.5 4382 g58.4 85745 |7
10 h65. 8 11135 | 11125 L freg4 38ar 7614 f60.4 |&
11 614.3 12106 | 1209.6 P 6653 6483 6473 |5
12 6788 13396 | 13386 E h68.3 551.3 5503 |4
13 f60.4 15027 | 15017 by 4392 4322 4112 |3
14 m “810/97 | 1603.7 | 16028 | T 276.2 2591 2582 |2
15| 1794.9 897.9 17779 | 1776.9 R 1751 1581 1
Gene symbol: Katnall
Protein name: 45 kDa protein
Protein accession numbers: 1IP100830971
Peptide sequence: FYAPTTIFIDEIDSICSR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.48 SEQUEST DCn score: 0.693
Fix modifications: C16: Carbamidomethyl (+57.02)
Variable modifications: None
Charge: 2 Observed m/z: 1074.5171
Actual minus calculated peptide mass (AMU): -0.006104
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B| Bions | Ben | Bz | BHzo | sa | vins | weaH | v | veeo | v
1 1481 F 21480 | 10745 | MA31.0 | 11300 |18
2 | Enman Y 20010 | 10010 | 19839 | 19830 [17
3 | 3822 A 1837.9 919.5 18209 | 18199 |15
4 | 479.2 P 17669 8839 1749.8 | 1748.9 |15
5 | I580:30 5623 T 1669.8 8354 16528 | 1651.8 |14
g 681.3 341.2 6633 T 1568.8 fg4.9 1551.7 | 1550.8 (13
7| F94EE | 3977 fre.4 | 1467.7 ¥34.4 14507 | 1449.7 |12
g | Pedsy | 4712 92345 F 13546 6778 13376 | 13366 |1
9 |FID5%6] | 5278 1036.5 | 1207 6 6043 11905 | 1189.5 |10
10 | FIT6906° | 5853 11516 D 1094 5 5477 107756 | 10F6.5 |9
11 | 129816 | 1649:8 12806 | E 979.5 4902 | 9624 | 961.4 |5
12 | 41T | DFD6E 1393.7 | 8504 4257 8334 834 |7
13 | (15267 | F63.49 15087 D T37.3 3692 7203 193 |5
14 | (1613187 | 807 4 15958 s 622 3 G053 604.3 |5
15 | IF26097 | B863.9 1708.9 | h35.3 5182 M73 |4
16 [ 1886.9 9440 1868.9 | C+5F || 4222 405.2 4042 |3
17| 19739 9875 1955 93 s 2621 2451 2441 |2
13| 21480 | 10745 | M131.0 | M 30.0 R 17461 1581 1
Gene symbol: Khdrbsl
Protein name: KH domain-containing, RNA-binding, signal transduction-associated protein 1
Protein accession numbers: 1P100458765
Peptide sequence: KDDEENYLDLFSHK
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.04 SEQUEST DChn score: 0.569
Fix modifications: None
Variable modifications: None
Charge: 3 Observed m/z: 584.9398
Actual minus calculated peptide mass (AMU): -0.004395
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B| Blons | Be2H | Bz | BH2o | am | vions | vezn | v | veHzo |J
1 1291 651 1121 K 17528 8769 17358 | 17348
2| En | 1226 2271 2261 D 16247 81219 1607.7 | 1606.7 13
3| 3502 180.1 3421 341.2 D 1500.7 | [ 7554 | 14927 | 14917 |12
4 | 488320 | 246 4712 4702 E 13947 6978 13776 | 1376.7 |11
5 | PBIFE2E | 3091 6002 50492 E 12656 633.3 12486 | 12476 |10
6 | IF31130 | 3662 143 133 N 1136.6 5688 11195 | 11186 |9
7| B9AT | TEaTT 877.3 876.3 by 1022.5 511.8 10055 | 10045 |5
g | FI0D7 4 | Te032 990.4 989 .4 L 859.5 4302 842 4 415 |7
9 | FFP22050 | UAE1ITY | 11054 | 11045 D T46.4 IF3T 7294 284 |5
10 | 2355 | U618:3) | 12185 | 12175 | L 6314 | 3162 | 6143 | 6134 |5
11| 13826 691.8 13656 | 1364.6 F 518.3 2596 H01.3 5003 |4
12| 14696 | BF35130 | 14526 | 14516 s 3712 186.1 354 2 3532 |3
13| 1606.7 | 2803790 | 15389.7 | 1588.7 H 2842 142 6 2671 2
14| 1752.8 | D767 | 17358 | 1734.8 K 1471 1301 1
Gene symbol: Kifl5
Protein name: Kinesin family member 15
Protein accession numbers: IP100115366
Peptide sequence: TSLLNLVDLAGSER
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.46 SEQUEST DCn score: 0.565
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 744.4049
Actual minus calculated peptide mass (AMU): -0.005005
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B| Blons | Be2H | Bz | BHzo | am | vions | vezn | vewns | vz |J
1 [ 1021 84.0 T | 14878 | 7444 | 14708 | 1469.8
2 1891 1711 s 13868 6939 1369.7 | 1368.8 13
3 | ez 284.2 L 1299.7 | [ 65004 | 12827 | 12817 |12
4| 4153 3973 L 1186.6 5938 11696 | 1168.6 |11
5 | SR 5123 511.3 M 10736 537.3 1056.5 | 1055.5 |10
6 | DE324E | 3IN.T 625 4 624 4 L 959.5 4803 9425 9415 |49
7| FA15 | 3TN | F24.4 7234 W 8464 237 8294 8284 |=
g | MBS6S5Y | 428.7 839.5 838.5 D f47.4 3742 7303 294 |7
9 | PO6E9I6Y | 48513 9525 951 .6 L 6323 6T 6153 6143 |5
10 | FIO4006° | 520080 | 10236 | 10226 | A 5193 5022 501.2 |5
11 | (10976 | 5493 10806 | 10796 G 4482 4312 4302 |4
12 | 484571 | 5928 1167 6 | 1166.6 s 3912 3742 3Fr32 |3
13 | FI31357) | DBSTHEN | 1296.7 | 12957 E 3042 2871 286.2 |2
14| 1487.8 Fa4.4 14708 | 14698 R 1751 1581 1




Gene symbol: Kiflb

Protein name: Isoform 2 of Kinesin-like protein KIF1B

Protein accession numbers: IP100407144,1P100411082

Peptide sequence: ISLVDLAGSER

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 2.83 SEQUEST DCn score: 0.456
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 580.3217
Actual minus calculated peptide mass (AMU): 0.003052

p OO T T T R G+ oS ANy 2 H e B 2 6 o]

B R B G A LDy :

2

I

T e v, il oL

0 250
miz

B| EBlone E+2H BrHs | BHzo | ma | wions vazd | vans | vezo | ﬂ
1 1141 | 1159.6 h80.3 11426 11416 1
2 2011 1831 s 1046.5 h23.8 1029.5 10285 |10
3 | EEas 296.2 L 959.5 480.3 9425 9415 |9
4 | E1ass 3953 v B46.4 4237 8294 8284 (3
s | S 5103 D TA4T7 4 3742 7303 294 |7
6 | DES1ET | 321020 623.4 L 632.3 6T 615.3 G143 |6
7 | 356.7 694 4 A 5193 h02.2 501.2 |5
& | L7695 | 3852 7514 | G | 4482 4312 | 4302 |4
9 | Ba86ES | 4287 838.5 s 391.2 3Iraz 3732 |3
10 | PO9855 493 3 967.5 E 3042 2871 286.2 |2
11| 1159.6 580.3 11426 | 11416 R 1751 1581 1

Peptide sequence: IVEGQGQSSEVISPPEEVNR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.58 SEQUEST DCn score: 0.586
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1077.5272
Actual minus calculated peptide mass (AMU): -0.02124
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B| EBlone B+2H Bz | BH2o | mn | vions | vesn | vaws | vemzo | v
1 1141 | 541 10775 | M37.0 | 1361 (20
2 M32 v 2010 | 10M.0 | 20240 | 2023.0 (19
3 3422 324.2 E 1941.9 971.5 19249 | 19239 |13
4 3992 381.2 G 18129 906.9 17959 | 17949 |17
5 h27.3 5103 5093 [} 17559 8784 1738.8 1737.8 |16
6 | 58430 | 2927 A67.3 h66.3 G 1627.8 814.4 1610.8 | 1609.8 |15
T |EF124Y | 3567 6953 694 4 [} 1570.8 78519 1553.7 | 15528 |14
g |F994Y | 4002 7824 81.4 S 14427 ¥21.9 14257 | 14247 |13
9 | UBB6MY | 4437 869.4 868 4 s 1355.7 B7r8.3 1338.7 | 1337.7 |12
10 | FIO1S550 H08.2 998 4 997 5 E 1268.7 6348 1251.6 12506 |11
11 | FII14050 | "5578 1097.5 | 10965 \f 1139.6 A70.3 11226 | 11216 |10
12 | (12806 | U133 | 12106 | 12096 | 1040.5 h20.8 10235 | 10225 |19
13 | (13147 | 657.8 1297 6 | 1296.6 s 927.5 4164.2 910.4 909.4 (3
14 | 41158 | D6 1394.7 | 1393.7 P 8404 A20.7 8234 8224 |7
15| 1508.8 | F54:97 | 1491.7 1490.8 P 743 4 Ir2? 7263 254 |6
16| 1637.8 819.4 16208 | 1619.8 E 646.3 629.3 628.3 |3
17 | 1766.9 | 78839 17498 | 1748.8 E 517.3 h00.3 4993 (4
18 | (186529 | 79335 18489 | 18479 v 388.2 Ir1.2 3
19| 1980.0 | 79905 | 19629 | 19620 M 2892 2721 2
20| 1541 1077.5 M37.0 211361 R 1751 1581 1

Gene symbol: Kif2b

Protein name: Kinesin-like protein KIF2B

Protein accession numbers: 1PI00350032

Peptide sequence: ALDINTGNPNFETMR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.64 SEQUEST DChn score: 0.622
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 846.9051
Actual minus calculated peptide mass (AMU): 0.0007324
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B| Blons | Be2H | Bz | B-H2o | am | vions | vezn | v | vz |J
1| 72.0 A | 16928 | 8469 | 1675.8 | 1674.8

2| 1851 L 16718 |neitan| 1607 [ 16038 111
313002 2822 | D | 1508.7 | 754.8 | 1491.7 | 1480.7 |13
4 | 182 3852 | | | /13937 | 697.3 | 1376.6 | 1375.6 |12
5| 5273 510.3 | 5003 | N | 12806 | 640.8 | 12635 | 12626 |11
5 | 1628:31| 3147 | 6113 | 610.3 | T | /11665 | 583.8 | 1149.5 | 1148.5 |10
7 | 16854 | 3432 | 6683 | 667.3 | G | /10655 | 533.2 | 1048.5 | 1047.5 |9
5 | 79941 | 400.2 | 7824 | 781.4 | W | /10085 | 5047 | 991.4 | 0905 |©
9 |UB96IS) | 4487 | 879.4 | 8784 | P |[894.4 | 447.7 | 8I7.4 | 8764 |7
10| [010:5 | 5058 | 9935 | 9925 | m | 797.4 | 399.2 | 7803 | 7794 |&
11| [167:6: | 579.3 | 11405 | 11305 | F | 6833 6663 | 665.3 |5
12 | [1286:6) | 1643:8) | 12696 | 1268.6 | E | 536.3 519.2 | 518.2 |4
13 1387.7 | 694.3 | 13706 | 13606 | T | 407.2 3002 | 3802 |3
14 | 6187 | 1759:91 | 1501.7 | 1500.7 | m | 306.2 289.1 2
15 1692.8 | 846.9 | 16758 | 16748 | R | 175.1 158.1 1

Gene symbol: Kpna4

Protein name: Importin subunit alpha-4

Protein accession numbers: 1P100129792

Peptide sequence: VQNTSLEAIVQNASSDNQGIQLSAVQAAR
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.56 SEQUEST DCn score: 0.455
Fix modifications: None

Variable modifications: None

Charge: 3 Observed m/z: 1004.8503
Actual minus calculated peptide mass (AMU): 0.0004883
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Bi lohs E+2H BrHs | BHzo | ma | wions vezd | vans | vezo | ﬂ
30125 1506.8 2995 5 2994 5 |29

1001

2281 111 20135 | 14572 | 2896.4 | 28955 |23
3422 3252 27854 | 113932 | 27684 | IF6BT 4 |27
4432 426.2 4252 26714 | 1336.2 | 2654.3 | 26533 |26
530.3 513.2 512.3 25703 | 12857 | 256533 | 25523 |25

6433 | 3222 | 6263 | 6253
724 | 3867 | 755.4 | 754.4
843140 | 4222 | 8264 | 8254
9 (9565 | 4788 | 9395 | 0385
10| A055:6) | 528.3 | 10385 | 10376
11 | 41836 | 5923 | 11666 | 11656
12 | A297.7) | 164931 | 1280.7 | 1279.7
13 | [I368T | 1684:9) | 1351.7 | 13507
14 | 4557 | N728:4) | 14387 | 14377
15 | (154258 | 771.9 | 15258 | 15248
16 | MIBST.8) | 182947 | 1640.8 | 1639.8
17 | ATF19) | 18864 | 1754.8 | 1753.8
15| 1899.9 | 8505 | 18829 | 1881.9
19| 1956.9 | LO79:00 | 19399 | 19380
20| 2070.0 | (10355 | 2053.0 | 2052.0

24833 | 12422 | 46623 | 24653 |24
23702 | 11856 | 23532 | 23522 |23
22412 |11 | 2241 | 22232 |2
M701 | 10856 | M531 | M521 |
20570 | 1029.0 | 20400 | 2039.0 |z0
1958.0 9795 | 19409 | 19400 (19
18299 91545 | 18129 | 18119 (18
17159 8584 | 1698.8 | 16979 (17
16448 8229 | 16278 | 1626.8 16
1557.8 fr9.4 | 15408 | 15398 |15
1470.8 F359 | 14537 | 14528 (14
1355.7 678.4 | 1338B.7 | 1337.7 [13
12417 621.4 | 12247 | 12237 |12
11136 5573 | 10966 | 10956 |11
10566 5288 | 1039.6 | 1038.6 |10

W | m || = | k=] m

APrro=<Erio=—00ZQWV0PERZE0<—E2MrW-= o=

21| 1981 | 109956 | M81.0 | M B01 9435 4723 926.5 925645 |9
220 2311.2 | 11561 | 22941 | 22931 815.5 408.2 7098.5 FO75 |8
23| 23982 | 1899067 | 2381.2 | 23802 f02.4 3517 6854 6B4.4 |7
24 | 2469.2 | (1235010 | 24522 | 2451.2 615.4 308.2 598.3 £
25| 26683 | 1284070 | 2551.3 | 25503 544.3 527.3 5
26| 2696.3 | (134857 | 2679.3 | 26783 4453 4282 4
27| ZF6T.4 |38 | 27504 | 27494 HN7i.2 300.2 3
28| 28384 | 91900 | 2BM.4 | 28204 246.2 2291 2
29| 30125 | (1506287 | 29955 | 29945 1751 1581 1

Gene symbol: Krt16

Protein name: Keratin intermediate filament 16a

Protein accession numbers: 1P100131209

Peptide sequence: GQTGGDVNVEMDAAPGVDLSR
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.33 SEQUEST DCn score: 0.684
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1044.4867
Actual minus calculated peptide mass (AMU): -0.001465
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Bi lohs E+2H BaHs | BHzo | ma | wions vazd | vaes | vezo | ﬂ
2082.0 1044 5 2070.9 20700 | ™M

58.0

186.1 169.1 2010 | 10460 | 20139 | 20129 |20
2871 2701 2691 19029 9520 | 188549 | 18849 (19
3442 3271 326.2 1801.8 901.4 | 17848 | 17838 15
401.2 3842 383.2 1744.8 8729 | 17278 | 1726.8 (17

B16:20 | 2586 | 4992 | 4982
61537 | 3081 | 5983 | 5973
7293 | 3652 | 7123 | 711.3
5 [pe28dy | 24147 | 8114 | 8104
10| DO5740 | 479.2 | 9404 | 9394
11 | D885 | 544.7 | 1071.4 | 10705
12 | 20355 | 6023 | 11865 | 11855
13 | 12745 | B37.8 | 1257.5 | 1256.5

16878 8444 | 16708 | 1669.8 (16
1572.8 FBEQ | 15557 | 1554.8 (15
14737 F37.4 | 14567 | 14557 (14
1359.7 680.3 | 13426 | 13417 13
12606 6308 | 12436 | 12426 (12
1131.5 566.3 | 111456 | 11135 1
10005 500.8 983.5 9825 |10
885.5 4432 868.5 867.5

W | m || = | k=] m

w

Ao 2oR e O ML S0 00 -0

14 | 3456 | 6733 13285 | 13276 814.4 4077 7a7.4 6.4 | &
15 | (194267 | F21.8 14256 | 14246 T43.4 Irzz T26.4 254 | T
16 | F14996° | O F¥503 14826 | 1481 .6 6464 3237 6293 628.3 |6
17 | (15987 | 17999 1581.7 | 1580.7 589.3 723 57F1.3 |5
18 | AIF130F | "8aT4 1696.F | 16957 490.3 473.2 4723 |4
19 | 82608 9139 1809.8 | 1808.8 3752 3582 3”72 |3
20 19139 | '957¥ 4 | 18968 | 18958 2621 2451 2441 2
2| 2088.0 | 10445 | 20709 | 20700 1751 1581 1
Peptide sequence: TRLEQEIATYR
Exclusive (unique to this protein): FALSE
SEQUEST XCorr score: 3.19 SEQUEST DCn score: 0.417
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 690.3688
Actual minus calculated peptide mass (AMU): 0.001343
N e 0 -“:I k”":vrI ——— A TT2 AW, 121 (Paregk Enor; §,97 ppm)
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B| Blons | Be2H Bz | BH2o | mn | vions | vesn | vaws | vemzo | v
1 1021 84.0 T 1379.7 6904 13627 | 1361.7 |11
2 | 258 | 1296 2411 2402 R 1278.7 6398 1261.7 | 12607 |10
3| EFE2n | 18641 354.2 353.2 L 11226 561.8 11055 | 11046 | 9
4 | PS003Y | 2507 483.3 482 3 E 1009.5 H05.3 992 5 99145 |3
S| 62830 | N4TF 611.3 6103 [ 880.5 440.7 863 4 8624 |7
6 | OFSF4Y | 3792 7404 394 E T82.4 IT6.T 7354 344 |6
7 | P8T0SY | 4357 853.4 8525 | 623.4 G063 6053 |35
g | iodarsn | 4713 9245 9235 A 510.3 493 2 4923 |4
9 | 0¥2S | 521.8 1025.5 | 1024.5 T 439.2 4222 4212 |3
10 | FIZ20506° 603.3 11886 | 11876 ¥ 338.2 3.2 2
11| 1379.7 6904 1362.7 | 1361.7 R 1751 1581 1




Gene symbol: Krt7

Protein name: Adult male kidney cDNA, RIKEN full-length enriched library, clone:0610009009
product:similar to keratin K7, type I, epithelial, 55K

Protein accession numbers: 1P100406377

Peptide sequence: LALDIEIATYR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.93 SEQUEST DCn score: 0.616
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 639.3588
Actual minus calculated peptide mass (AMU): -0.0009766
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E| Blons E+2H BrHs | B-Hzo | ma | wions vazd | vans | vezo | ﬂ
1 1141 L 1277.7 6394 1260.7 12597 |1
2 | asn A 1164.6 HE2 8 11476 11466 |10
3 | E20EEE L 1093.6 H47.3 1076.6 1075.6 | 9
4 | Eaae 3952 D 930.5 4908 963.5 9625 |5
s | 526N 5083 | 8655 433 2 8485 847.5 T
6 | DES5ET 328.2 637.4 E T2 4 IF6.T 7354 ¥34.4 |6
7 | IEEESE 3847 7504 | 6234 G063 G053 |5
& | 18395 | (4203 8215 | A | 5103 4932 | 4923 |4
9 9405 4708 9225 T 4392 4222 4212 |3
10| 1103.6 | 75523 10856 Y 3382 3.2 2
11| 1277F.7 6394 1260.7 1259.7 R 1751 1581 1

Gene symbol: Laspl

Protein name: LIM and SH3 domain protein 1

Protein accession numbers: 1P100125091,1P100648086,1P100649913
Peptide sequence: GFSVVADTPELQR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.82 SEQUEST DCn score: 0.294

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 709.8715

Actual minus calculated peptide mass (AMU): 0.007202
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B| Bions | Be2H | Bz | BHzo | aa | vions | vezd | v | vezo | ﬂ
1 58.0 G 1418.7 f09.9 1401.7 | 1400.7 |13
2 2051 F 1361.7 681.4 13447 | 13437 |12
3 | EE92Em 2741 s 12146 607.8 11976 | 11966 |11
4 | IE9EE r3z? v 11276 564 3 11106 | 1109.6 |10
5 | p4903n 4723 v 10285 | 5148 | 10115 | 10105 |9
6 | SE1ET | 281.2 433 A 929.5 465.2 9124 911.5 |3
7 | PB¥E3T | F338F 6583 D 8584 4297 841.4 8404 |7
g | DFFFa | 3892 59.4 T 7434 Irzz ¥26.4 254 |6
q 856.4 P G424 6253 624.4 |15
10 g5 A E 5453 5283 527.3 |4
11 1098.5 L 416.3 3992 3
12 12276 | 1226.6 o 303.2 286.2 2
13 14017 | 1400.7 R 1751 1581 1
Gene symbol: LOC100039695
Protein name: hypothetical protein
Protein accession numbers: IP100354889
Peptide sequence: VWLDPNETNEIANANSR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 4.78 SEQUEST DChn score: 0.727
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 971.9672
Actual minus calculated peptide mass (AMU): 0.0007324
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B| Bions | Ben | Bnms | BHzo | sa | viens | wea | v | vezo | v
1 1001 v 19429 9720 19259 | 19249 [17
2 | 28620 w 1843.9 922 4 18268 | 18259 |16
3| 3992 L 1657 8 8294 16408 | 1639.8 |15
4 | 14T 496.3 D 1544.7 729 1527.7 | 1526.7 |14
5| 611.3 5933 P 14297 7153 14126 | 1411.7 |13
6 | F25940 | 363.2 7083 707 4 M 13326 G66.8 13156 | 13146 [12
7| DBSAET | 4277 837 4 836.4 E 12186 6098 12015 | 12006 |11
& | 95550 | 478.2 938 4 9374 T 1089.5 545 3 10725 | 10715 |10
9 | FID69YS | 535.3 1052.5 | 1051.5 L 988.5 4947 971.5 9705 |9
10 | FI198157 | 599.8 118156 | 11805 E 8r4.4 377 8574 8564 |=&
11 | 311067 | 6563 12946 | 1293.6 | 7454 3732 7284 274 |7
12 | 138257 | 691.8 13656 | 1364.7 A 632 3 HG6T 6153 6143 |5
13 | (149657 | 748.9 1479.7 | 1478.7 M h61.3 H44. 3 5433 |5
14 | FISEFIE | 0F844Y | 15507 | 1549.7 A 447 2 4302 4292 |4
15 | FIG8178) | PB4 | 1664.8 | 1663.8 L 3762 3592 3582 |3
16 | 7688 | '882:9) | 1751.8 | 17508 | S 2621 2451 2441 |2
17| 19429 9720 192549 | 19249 R 1751 1581 1
Gene symbol: LOC100041766;Ube2d2
Protein name: Ubiquitin-conjugating enzyme E2 D2
Protein accession numbers: 1P100125135,IP100411116
Peptide sequence: VLLSICSLLCDPNPDDPLVPEIAR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.61 SEQUEST DChn score: 0.701
Fix modifications: C6: Carbamidomethyl (+57.02), C10: Carbamidomethyl (+57.02)
Variable modifications: None
Charge: 2 Observed m/z: 1353.6999
Actual minus calculated peptide mass (AMU): 0.0070758
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B| Bions | Be2d | Brms | BH2o | s | viens | vz | v | vieo v
1 1001 W 2706.4 | 1353.7 | 2689.4 | 2688.4 (24
21 M3.2 L 26073 | 13042 | 2580.3 | 25893 (23
3 326.2 L 24942 | 12476 | 24772 | 2476.2 |22
4 | FE13130 395.3 s 23812 | 11,1 | 23641 | 23631 [
5 | 526 508.4 | 22941 | MAF6 | 22771 | 22761 |20
6 | UBBEEY | 343.7 GEE 4 [C+57 | 210 | 10910 | M64.0 | M63.0 19
7| T34 3872 7654 s 2010 | 1011.0 | 2004.0 | 2003.0 (18
g | BBESY | 443.8 868 5 L 1934.0 967.5 1916.9 | 1916.0 (17
9 |F9996Y | 5003 981 6 L 18209 911.0 1803.9 | 18029 |16
10 | FIS9067 | 5803 11416 |Cc+57 | 17078 854 4 16908 | 1689.8 15
11 | A2F459 | 637.8 1256.6 D 1547.8 744 15307 | 1529.8 |14
12| 13717 6864 13537 P 14327 71619 14157 | 14147 |13
13 | 14857 | F43.4 1468.7 | 1467.7 M 13357 668 4 13187 | 13177 [12
14 | (15828 | Ff91.9 15658 | 1564.8 P 1217 611.3 12046 | 1203.6 |11
15 | (16978 | 8494 16808 | 167908 D 11246 H62. 8 11076 | 11066 |10
16 | F1812197 | 906.9 17958 | 1794.8 (1] 1009.6 505.3 9925 9916 |3
17 | 1909.9 | 7955757 | 18929 | 1891.9 P 894 5 447 8 8775 8765 |&
13| 2023.0 | 1012.0 | 2006.0 | 20050 L T97.5 3993 7805 ¥fr95 (7
19| M221 | 10615 | 050 | 1041 W 6844 3427 GG 4 G664 |G
20| 221494 | 11101 | 22021 | 22011 P h85 3 H68.3 5673 |5
21| 23482 | 11746 | 23311 | 23301 E 488.3 471.3 4703 |4
22| 2B61.2 | 12311 | 24442 | 24432 | 3502 3422 K]
23| 25323 | 1266.6 | 2515.3 | 25143 A 2462 2291 2
24| 2F06.4 | 13537 | 26894 | 26884 R 1751 1581 1
Gene symbol: LOC100042927
Protein name: Novel protein similar to Histone H2A
Protein accession numbers: 1IPI00752099
Peptide sequence: GELPLSLVDR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.66 SEQUEST DCn score: 0.32
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 549.8093
Actual minus calculated peptide mass (AMU): -0.005249
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Blons | Be2H BrHs | B-Hzo | ma | wions vaoH | vz | werzo |J

B
1 58.0 G 1098.6 5498 1081.6 | 1080.6
2 | aFan 1691 E 1041 6 521.3 10246 | 10236 El
3 | F3002n 2822 L 9126 456.8 895.5 8945 |5
4 | 34972 3792 P 7995 1002 7824 8146 |7
5 | WS10I3N 492 3 L 702.4 3|17 6854 6844 |6
6 | 9| 2992 5793 s H89.3 723 5713 |5
7 | D | E3555 692 4 L h02 3 1853 1843 |4
g | N809%Sy | TR052 791.5 v 389.2 3722 3F1.2 |3
9 | 82455 46280 906.5 D 290.2 2731 2F21 |2
10| 10986 | 5498 | 10816 | 10806 | R 175.1 1581 1
Gene symbol: LOC100043681
Protein name: similar to Chain A, Crystal Structure Of Human Rangap1-Ubc9
Protein accession numbers: 1P100850259
Peptide sequence: DHPFGFVAVPTK
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.77 SEQUEST DCn score: 0.629
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 657.8442
Actual minus calculated peptide mass (AMU): -0.004395
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B| Blons | B+2H | s | B-Hzo | Aa | viens | vz | ves | venzo |J
1| 116.0 as 0 D 13147 | B57.9 | 1297.7 | 12967
2 | E253Em | 1271 2351 H 1199.7 6003 11826 | 1181.7 11
3| 35029 | 1756 3321 P 1062 6 531.8 10456 | 10446 |10
4 | A9 | P249nn 479.2 F 9656 4833 948.5 9475 |9
S | NS5HEE | 277.6 536.2 G 8185 097 801.5 8005 |=
B | FDI3N | 351.2 683.3 F 761.5 381.2 7444 7435 |7
7 | pe0osE | 4007 824 W 6144 077 5974 5964 |6
g | DETIEY | PA36T2 8534 A 5153 498 3 973 |5
9 | POF05Y | TEBsTN 952.5 W 444 3 427 3 4263 |4
10 | (IDB¥S) | 534.3 10495 P 3452 3282 3272 |3
11 | 1686 | "584:8) 11506 | T 248.2 2311 2302 |z
12| 13147 B57.9 12977 | 1296.7 K 1471 1301 1

Peptide sequence: MLFKDDYPSSPPK

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 3.46 SEQUEST DChn score: 0.597
Fix modifications: None



Variable modifications: None
Charge: 2 Observed m/z: 762.8711
Actual minus calculated peptide mass (AMU): -0.0067152
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B| Blons | Be2H | Bwms | BHzo | as | vions | vezd | v | vezo | ﬂ
1 1321 1] 15247 f62.9 1507.7 1506.7 |13
2 | 2SS L 13937 697 4 1376.7 13757 |12
3 | a2 F 1280.6 640.8 1263.6 12626 |11
4 5203 | 260060 | 5033 K 11335 A67.3 1116.5 11155 |10
5 |635:3) | 3182 | 6183 | 6173 | D | 10055 | 5032 | 9884 | 887.4 |3
6 | FS0MT | B3F5FN | F33.3 323 D 8904 4457 8r3.4 8724 |5
7 | EaEs 457 2 896.4 895.4 Y 754 3882 7584 fard |7
g | (010050 | 505IFN | 993.4 992 5 P 612.3 J06.7 5953 5943 |6
9 | 10975 | 754937 | 10805 | 10795 s 5153 498 3 A97.3 |5
10| [1184:5 | 1592:8) | 1167.5 | 11665 | S | 4283 12 | 4102 |4
11 | FI28106] | W641530 | 1264.6 | 1263.6 P 341.2 3242 3
12| 13786 | 6898 | 1361.6 | 13606 P 244 2 2271 2
13| 15247 f62.9 1507.7 | 1506.7 K 1471 1301 1

Gene symbol: LOC100045629;Wdr26

Protein name: WD repeat protein 26

Protein accession numbers: 1P100226275,IP100755422,1P100756773
Peptide sequence: GQFYQCDLDGNLLDSWEGVR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.54 SEQUEST DCn score: 0.249

Fix modifications: C6: Carbamidomethyl (+57.02)

Variable modifications: None

Charge: 2 Observed m/z: 1186.5342

Actual minus calculated peptide mass (AMU): -0.001465
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B| EBlone E+2H BrHs | B-Hzo | ma | wions vooH | vz | wemzo |J
1 58.0 G 23721 1186.5 2355.0 23541

2 1861 1691 o 23150 | 1158.0 2298.0 22970 19
3 333.2 361 F M87.0 | 10940 | 700 2169.0 |13
4 4962 479 2 Y 20399 | [1020.5 20229 2019 |17
g 6243 60O7.3 o 1876.9 93819 1859.8 1858.8 |16
6 | IF8413 3927 TBT. 3 C+57F | 17488 8749 1731.8 17308 |15
7 8993 450.2 8323 881.3 D 1588.8 f94.9 1571.7 15708 |14
g | FI0125 | PS06IFY | 9954 994 4 L 14737 f37.4 1456.7 14557 |13
9 | FII2ES 5642 11104 | 1109.4 D 1360.7 680.3 13436 13426 |12
10| 1184.5 5927 1167.4 1166.5 G 12456 6233 1228 6 1227 6 (11

11 | F12985° 649.8 12815 | 1280.5 M 1188.6 h94.8 1171.6 11706 |10
12 | FIE11I60 f06.3 13946 | 1393.6 L 1074.6 h37.8 1057.5 10565 | 5

13 | (19240 f62.8 1507.¥ | 1506.7 L 961.5 4181.2 9445 9435 |3

14 | FIG39:F 820.4 16227 | 16M1.7 D 848 4 424 T 831.4 8304 |7

15 | FIF 2620 g863.9 1709.7 1708.7 s 733 4 367.2 T16.3 15 4 G

16 | 9128 956.9 18958 | 1894.8 W 646.3 629.3 6283 |5

17 2019 | 10214 | 20248 | 20239 E 460.3 443 2 4422 |4

15| 2098.9 1049.9 20819 | 20809 G 331.2 342 3

19| 2193.0 1099.5 M809 | M799 v 2ra 2 2872 2

20| 23721 1186.5 2355.0 23541 R 1751 1581 1

Gene symbol: LOC100046038;L0OC100041269

Protein name: hypothetical protein

Protein accession numbers: 1PI00754460

Peptide sequence: AEAVGAALLDSLQSSQYR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.34 SEQUEST DChn score: 0.632
Fix modifications: None

Variable modifications: None

Charge: 2

Observed m/z: 939.9816

Actual minus calculated peptide mass (AMU): -0.0008545
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B| Blons | Ben | Bnms | BHzo | sa | vins | veaH | v | veo | v
1 72.0 A | 18790 | 9400 | 18619 | 1861.0 |18
20 2011 1831 E 18079 904 5 17909 | 1789.9 17
3| 2721 2541 A 16789 8399 1661.9 | 16609 |15
4 | 371.2 3632 W 1607.8 804 4 1590.8 | 1589.8 |15
5| 4282 102 G 1508.8 7549 1491.7 | 14908 |14
6 | 499130 | 2501 481.2 A | 14518 || 7264 | 14347 | 14337 |13
7| SF0EN | 2857 562 3 A 1380.7 6909 1363.7 | 13627 |12
g | UEE3ET | 3422 665 4 L 1309.7 6553 12927 | 12017 |1
9 | F965Y | 398.7 frg5 L 1196.6 5988 11796 | 11786 |10
10 | PO11557 | 456.3 8935 D 10835 542 3 1066.5 | 10655 |9
11 | 199850 | 1499:8) 9805 s 9685 4847 951.5 9505 | =
12 | 106 | 556.3 1093.6 L 881.5 4412 864 4 8634 |7
13 | 2397 | 6203 12226 | 1217 Q 7684 47 7513 504 |&
14 | 32607 | U663:97 | 1309.7 | 1308.7 s 6403 6233 6223 |5
15 | @300 | OFOFEY | 1396.F7 | 1395.7 s h53.3 5363 5353 |4
16 | (IG31.8 | 0F7140 | 15248 | 15238 | @ 4662 4492 3
17 | FIFD4280 | W852790 | 1687.8 | 1686.8 v 3382 3.2 2
12| 1879.0 | 9400 | 18619 | 18610 | R 175.1 1581 1
Gene symbol: LOC100046904;L.0C100039888;0TTMUSG00000000267
Protein name: Stathmin 1 (Stmnl) pseudogene
Protein accession numbers: 1IP100475138
Peptide sequence: ASGQAFELILSPR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.04 SEQUEST DCn score: 0.459
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 694.8803
Actual minus calculated peptide mass (AMU): -0.001099
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B| EBlons B+2H BiHs | B-Hzo | s | vions | ween | vans | viheo |J
1 2.0 A 1388.8 6949 1371.7 | 13707
2 1591 1411 s 1317.7 6594 13007 | 12997 12
3 61 1981 G 1230.7 6159 121137 | 11127 |11
4 | EaEEs 3271 3262 LB M1M73.7 Lt 11566 | 11557 (10
5 | pa1s2n 398.2 397.2 A | 10456 | 5233 | 10286 | 10276 |9
6 | FBE2130 | F281I6 h445.2 5443 F L 487 8 957 .5 9566 | &
7 691.3 | F3496:20 | 6743 6733 E 8275 4143 8105 8095 |7
g | Pe0dds | 4027 T87.4 864 L 698.5 3497 681.4 6805 |6
9 | D81FSY | 4592 900.5 899 5 | 5854 h68.4 567 4 |45
10 | FIO3006° | F515:87 | 10135 | 10126 L 4723 4553 4543 |4
11 | FIIFE | 559.3 11006 | 1099.6 s 359.2 3422 312 |3
12 | 21406 607.8 11976 | 1196.6 P 2722 2552 2
13| 1388.8 694.9 1371.7 | 1370.7 R 1751 1581 1
Gene symbol: LOC100048062;L.OC665931;Wdr89;Rplp2
Protein name: LOC665931 protein
Protein accession numbers: IP100742383
Peptide sequence: YVASYLLAALGGNSSPSAK
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.12 SEQUEST DCn score: 0.466
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 934.9916
Actual minus calculated peptide mass (AMU): -0.0002441
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Bions | Be2H | B3 | Bzo | aa | viens | wved | venns | vezo | v |
1860.0 | 935.0 | 18520 | 1851.0 |19

5]
1 1641 W
2 2631 W 170593 8535 16889 | 16879 |15
3 3342 A 16068 80393 15898 | 1583.8 17
4 4212 4032 s 1535.8 768 4 1518.8 | 1517.8 |16
5 | F58930 H66.3 ¥ 14488 7249 1431.8 | 14308 |15
B | WBOFET | 34097 6794 L 12857 6434 1268.7 | 1267.7 [12
7| 8104 | 4057 924 L 11726 H586.8 11556 | 11546 |13
g | eg1sn | 4412 863 5 A 1059 .5 5303 10425 | 10415 |12
a |l ; 476.8 9345 A 988 5 194 8 a71.5 ar0.s (M
10 533.3 1047 6 L 91745 4592 9004 899.5 (10
11 H61.8 11046 G 8044 027 7ar 4 f86.4 |1
12 | FIIT906 590.3 1161.6 G F47 4 3742 7303 294 |5
13 | EI29357 | NENTMN | 1276.7 | 1275.7 L 6903 3457 G733 6723 |7
14 | (3807 | 6909 | 13637 | 13627 | S 576.3 288.7 | 5593 | 5583 |6
15 | F1467.8 ¥i4.4 1450.¥ | 14497 s 4893 472 2 4713 |5
16| 1564.8 7829 15478 | 15468 P 402 2 3852 3842 |4
17| 1691.8 | 782647 | 1634.8 | 1633.8 s 305.2 2882 2872 |3
15 | IF2209) | UB619Y | 17058 | 17049 | A 2182 2011 2
19| 1869.0 935.0 1852.0 | 1851.0 K 1471 1301 1
Gene symbol: LOC100048815
Protein name: similar to PF6
Protein accession numbers: 1P100848491
Peptide sequence: APPVVVEIENTER
Exclusive (unique to this protein): FALSE
SEQUEST XCorr score: 3.02 SEQUEST DChn score: 0.432
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 726.8906
Actual minus calculated peptide mass (AMU): 0.0035358
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B| Blons | Be2H | Bz | BHzo | as | vions | vezn | v | vz |J
1 72.0 A 1452 .8 7269 14357 | 14348
2| 1691 P 1381.7 691 4 1364.7 | 1363.7 12
3| 2661 P 12847 642 8 12677 | 1266.7 |11
4 | 265 W 1187.6 504 3 11706 | 1169.6 |10
5 | DAER3Y v | 10886 | 5448 | 10715 | 10705 |4
6 | GE3HY | 28212 W 989.5 4953 9725 97145 |&
7| B92HE | 3467 6r4.4 E 8904 4457 8734 8724 |7
g | D055 | 403530 f87.5 | 7614 381.2 7444 f43.4 |5
9 (93457 | 4678 916.5 E 6483 6313 6303 |5
10 | (ID486° | 752480 | 10215 | 10306 | M 519.3 5022 501.2 |4
11| 11496 |P5F537 | 11326 | 116 T 4052 388.2 3|72 |3
12 | 27807 | U639:80 | 12616 | 12607 E 3042 2871 286.2 |2
13| 1452.8 ¥26.9 14357 | 1434.8 R 1751 1581 1
Peptide sequence: FFVVYTDGSGVELLR
Exclusive (unique to this protein): FALSE
SEQUEST XCorr score: 4.22 SEQUEST DCn score: 0.546
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 851.4445
Actual minus calculated peptide mass (AMU): -0.0040256
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B| Blons | Be2H | Bz | BH2o | am | vions | vezn | v | vz |J
1 1481 F 1701.9 851.5 1684.9 | 1683.9
2 | 2958 F 1554.8 FTa 15378 | 1536.8 1 4
3 | ENaE v 1407.8 704.4 13907 | 1389.7 |13
4| 4933 W 1308.7 6548 1291.7 | 1290.7 |12
5| 6563 by 1209.6 6053 11926 | 11916 N
B | IF6FEN | 3792 739.4 T 10465 | 5238 | 10295 | 10285 |10
T| 8724 4367 854 4 D 945 5 4733 928.5 92746 |49
g | 92937 | 465.2 911 4 G 8305 M57 8135 8125 |5
9 | 01615 | 508.7 998 5 s R 3872 7o6.4 fa54 |7
10 | FIDF355 | 537.3 105655 G 686 4 3437 G694 668 4 |&
11 | [I1F206 | 586.8 11545 | v 629.4 6124 611.4 |5
12 | 30106 | U513 12836 E 5303 513.3 523 |4
13 | 48140 | F0Tg 13967 L 401.3 3843 3
14 | 15278 | NT6440 15098 | L 288.2 271.2 2
15| 1701 .9 851.5 16849 | 16839 R 1751 1581 1

Peptide sequence: LKPTETTSDTDVENFNIPWDNPAR

Exclusive (unique to this protein): FALSE
SEQUEST XCorr score: 3.77
Fix modifications: None

Variable modifications: None

SEQUEST DChn score: 0.602



Charge: 3 Observed m/z: 920.7734
Actual minus calculated peptide mass (AMU): -0.0070758
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B| Bions | Be2d | Brms | BH2o | s | viens | vz | v | vieo v
1| 1141 L | 2760.3 | 1380.7 | 2743.3 | 2742.3 24
2| 2422 | 1216 | 2252 W | 2647.2 | 13241 | 2630.2 | 2629.2 |23
3| 3382 | 1704 | 3222 P | 25191 | 12601 | 25021 | 25011 |22
4| 4403 | 2207 | 4233 | 4223 | T | 24221 | 12115 | 24051 | 24041 |21
5 56931 | 2852 | 5523 | 561.3 | E | 2321.0 | 1161.0 | 2304.0 | 2303.0 |20
6 | 6704 | 3357 | 6534 | 6524 | T | 2192.0 | 10965 | 2175.0 | 2174.0 |19
7 077141 | 386.2 | 7544 | 753.4 | T | 2080.9 | 1046.0 | 2073.9 | 20720 |18
5 | 185851 | 4297 | 8414 | 8405 | s | 1989.9 | 9955 | 1972.9 | 1971.9 |17
9 |873:5) | 487.3 | 9565 | 9555 | D | 19029 | 951.9 | 1885.8 | 1884.9 |16
10| 0745 | 537.8 | 1057.5 | 10565 | T | 1787.8 | 8944 | 1770.8 | 1769.8 |15
11| /18961 | 595.3 | 11725 | 1171.5 | D | 1686.8 || 843.9 | 1669.8 | 1668.8 |14
12| 128861 | 644.8 | 1271.6 | 1270.6 | v | 1571.8 || 786.4 | 1554.7 | 1553.8 |13
13| M8177 | 709.3 | 1400.6 | 1390.7 | E | 14727 | 736.9 | 14557 | 1454.7 |12
14| ASB1:7 | N¥66:40 | 1514.7 | 1513.7 | W | 13437 | 6723 | 1326.6 | 1325.6 |11
15| 1678.8 | [/839:9) | 1661.8 | 1660.8 | F | 12206 | 6153 | 12126 | 1211.6 |10
16| 1792.8 | 8969 | 1775.8 | 17748 | N | 10825 | 541.8 | 10655 | 1064.5 |9
17 | [1906:9' | '953.5) | 188810 | 1887.0 | | | 968.5 | 4848 | 0515 | 9505 &
15| 2003.0 | 1002.0 | 19858 | 19850 | P | 855.4 | 428.2 | 8384 | 837.4 |7
13| 2180.0 | 108501 | 21720 | 1171.0 | v | 758.4 | 3797 | 7413 | 7404 |6
20| 23041 |[A152:5) | 2287.0 | 22861 | D | 5723 5553 | 554.3 |5
21| 24181 | 120961 | 24011 | 24001 | N | 457.3 440.2 4
22| 2515.2 | 12581 | 24981 | 24972 | p | 3432 326.2 3
23| 2586.2 | (1293160 | 2569.2 | 2568.2 | A | 246.2 2291 2
24| 2760.3 | 3800 | 27433 | 27423 | R | 1751 158.1 1

Peptide sequence: TLEVIEETAPLPVPEVVYPFR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.63 SEQUEST DCn score: 0.634
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1199.6479
Actual minus calculated peptide mass (AMU): -0.00293
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B| Buons | Ben | Brms | BHo | s | viens | vea | v | vieo | v
1 1021 84.0 T 23983 | 11997 | 2381.3 | 23803 (21
2 151 1971 L 22972 | 11491 22802 | 2279.2 (20
3| 3442 326.2 E 21842 | 10926 | M671 | M66.2 (19
4| 4433 4352 W 20551 | 10281 | 20381 | 20371 [13
5 | 55630 538.3 | 19561 9785 19390 | 1933.0 17
6 | UGBS | 3432 66T 4 E 1843.0 9220 18259 | 18250 |16
7| petasdn | 4077 706 4 E 17139 857 5 1696.9 | 16959 (15
8 | 19155 | 458.2 8975 | T |/15849 | 7929 | 1567.9 | 1566.9 |14
9 | 9865y | 4938 968.5 A 1483.8 7424 1466.8 | 14658 |13
10| 10836 H42 3 10655 P 1412 .8 7069 13958 | 13948 |12
11| 1196.6 | "598:87 11786 L 1315.7 6584 12987 | 12977 |1
12 | 129357 | 6474 12757 P 1202.7 601.8 11856 | 1184.7 [10
13 | FI309278) | UB969Y 1374.8 W 1105.6 H63.3 10886 | 10876 |9
14 | (48978 | F45.4 1471 8 P 1006.5 503.8 989.5 98845 |[&
15 | (1618:9° | 80949 16009 E 909.5 4553 8925 89156 |7
16 | [F1F9 | 8595 16999 W 7804 3907 7634 B
17 | (181700 | 909.0 1799.0 | v 681.4 664.4 5
12 | (1980017 | 9905 1962 1 b h82 3 h65.3 4
19| 20771 | (4039710 20591 P 4192 402 2 3
20| 22242 | M1ZE 22062 F 3222 3052 2
2| 23983 | 11949.7 | 2381 3 | 23803 R 1751 1581 1
Peptide sequence: VLLQVLQEAHQQYR
Exclusive (unique to this protein): FALSE
SEQUEST XCorr score: 3.52 SEQUEST DCn score: 0.603
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 862.9722
Actual minus calculated peptide mass (AMU): -0.008301
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B| Blons | Be2H | Bz | BHzo | am | vions | vezd | v | vz |J
1 1001 W 172493 863.0 17079 | 1706.9
21 M3.2 L 16259 8134 1608.9 | 1607.9 13
3| 326.2 L 15128 | [ 7569 | 14958 | 14948 |12
4 | TA59130 437 3 Q 13949.7 7004 13827 | 1381.7 |1
5 | G530 536.3 W 1271.7 636.3 12546 | 12536 |10
6 | PBB6SY | 3337 649 4 L 11726 H86.8 11555 | 11546 |9
7 | IFO45Y | R397F8N | FFYS G 1059.5 5303 10425 | 10415 |58
g | 82360 | 462.3 906.5 905.6 E 931.4 466.2 9144 9134 |7
9 | M99416T | 749780 | 9776 97 6.6 A 802 4 01.7 7854 B
10| (IE315F | 566.3 | 11146 | 11136 | H 731.4 366.2 714.3 5
11 | 25907 | U630 | 12427 | 1247 Q H94 3 hf7 3 4
12 | 38780 | U694 | 13707 | 1269.8 Q 4662 4492 3
13 | F1550087 | FF519Y | 15338 | 15328 Y 3382 3.2 2
14| 17249 863.0 17079 | 1706.9 R 1751 1581 1
Gene symbol: LOC621832;Nutf2;LOC100043462;L0C100044514
Protein name: Nuclear transport factor 2
Protein accession numbers: 1P100124149
Peptide sequence: NINDAWVCTNDMFR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.23 SEQUEST DCn score: 0.72
Fix modifications: C8: Carbamidomethyl (+57.02)
Variable modifications: None
Charge: 2 Observed m/z: 878.3867
Actual minus calculated peptide mass (AMU): 0.007202
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2| 2281 2111 || 6417 [meztar [ 162aT | 16337 |1
3| 3422 3252 N | 15286 | 7648 | 1511.6 | 15106 |12
4| 4572 440.2 | 4392 | D | 14146 | 707.8 | 1397.6 | 13966 |11
5 | N2EN 511.2 | 5102 | A | 1299.6 | 650.3 | 12825 | 12815 |10
6 | I714:3) | 357.7 | 697.3 | 696.3 | w | 12285 | 6148 | 12115 | 12105 |9

7 |I8B1341 | 407.2 | 7964 | 7954 | v | /10425 | 521.7 | 1025.4 | 1024.4 |©

5 | 187341 | 487.2 | 956.4 | 9554 |C+57 | 9434 | 4722 | 9264 | 9254 |7

o | 0745 | 63770 | 1057.4 | 10565 | T || 783.4 | 3922 | 7663 | 7653 |6

10 [4188:5 | 594.8 | 11715 | 11705 | N | 6823 6653 | 664.3 |5

11| A303:5 | 1652:31 | 12865 | 12855 | D | 566.3 5612 | 650.2 |4

1214346 | 717.8 | 14175 | 14166 | m | 453.2 436.2 3

13 | G817 | 791530 | 1564.6 | 1563.6 | F | 3222 3052 2

14 17658 | 878.4 | 17387 | 17378 | R | 175.1 158.1 1




Gene symbol: LOC638385

Protein name: similar to High mobility group protein 1

Protein accession numbers: IP100661255

Peptide sequence: MSSYAFFVQTCR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.68 SEQUEST DCn score: 0.174
Fix modifications: C11: Carbamidomethyl (+57.02)

Variable modifications: None

Charge: 2 Observed m/z: 748.8343
Actual minus calculated peptide mass (AMU): -0.005859
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B| Blons | Ben | Bnms | BHzo | sa | vins | weaH | v | vezo | v
1] 1324 M | 14967 | 748.8 | 1479.6 | 1478.7 |12
2| 2191 2011 | s | 13656 | 683.3 | 13486 | 1347.6 |11
3| 306.1 2881 | s | 12786 | 639.8 | 1261.6 | 1260.6 |10
4| 469.2 451.2 | v | 11916 | 596.3 | 11745 | 1173.5 |9
5 | 54025 5222 | A | 10285 || 5148 | 1011.5 | 10105 &
6 | WB8T3 | 3441 669.3 | F | 957.5 | 479.2 | 940.4 | 9395 |7
7 | 834N | TT 8163 | F | 8104 | 4057 | 7934 | 7924 |6
5 | 19334 | 1467.2 9154 | v | 6633 6463 | 6453 |5
9 |M0615 | 531.2 | 10445 | 10435 | o | 564.3 547.2 | 546.3 |4
10| 11625 | 681:81 | 11455 | 11445 | T | 436.2 #2192 | #4182 |3
1182261 | 661.8 | 13055 | 1304.6 | C+57 | 3352 3181 2
12| 1496.7 | 7488 | 14796 | 14787 | R | 1751 158.1 1

Gene symbol: LOC667026

Protein name: similar to MTH2 protein

Protein accession numbers: 1P100462401

Peptide sequence: FASVVNSFVEK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.58 SEQUEST DCn score: 0.513
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 613.8204
Actual minus calculated peptide mass (AMU): -0.009033
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B| Blons | Be2H | Bz | BHzo | am | vions | vezn | v | vezo |J
1 1481 F 1226.6 613.8 1209.6 1208.6
2 | EZE0Em A 1079.6 H40.3 1062.5 1061.6 1EI
3 | 206228 2881 S 1008.5 h04.8 991.5 9905 |39
4 | Jans2n 387.2 W 921.5 461.3 904.5 go03s5 |5
5 | A0EET 4863 W 8224 1.7 8054 g04a.4 |7
6 | D183 309.7 601.3 600.3 M 7234 3622 f06.3 f05.4 |6
7| F05HT | P353720 | 6883 BBT.4 s 609.3 923 713 |5
g | 8s2an 4267 8354 834.4 F 5223 053 5043 |4
5 | P851950 | 4763 934.5 9334 v 3ra.2 358.2 3572 |3
10 | D80S | T540.8 10635 | 1062.5 E 276.2 2591 2581 2
11| 1226.6 613.8 1209.6 | 1208.6 K 1471 1301 1

Gene symbol: LOC668706

Protein name: similar to 60S ribosomal protein L12
Protein accession numbers: 1P100338838,I1P100754405,1P100849793
Peptide sequence: HSGNITFDEIVNIAR
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.73
Fix modifications: None
Variable modifications: None
Charge: 3

SEQUEST DCn score: 0.514

Observed m/z: 562.6227

Actual minus calculated peptide mass (AMU): -0.0085453
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B| Blons | Be2H | Bz | BHzo | am | vions | vezn | vewns | vz |J
1 1381 69.5 H 16859 8434 1668.8 | 1667.9
2| 2251 1131 2071 s 1548 .8 749 1531.8 | 1530.8 14
3| 2821 141.6 2641 G 1461.8 7314 14447 | 14438 |13
4 | W396:27 | 1986 3791 3782 i 1404 8 029 13877 | 1386.7 |12
5 | 509137 | 2551 4932 2 191 2 | 1290.7 64593 12737 | 12727 |1
& | NGT0DI3Y | 305N | 5933 | 5923 T | 11776 | 5893 | 11606 | 1159.6 |10
7 | IFSTHEN | P3Tei2 7403 7394 F 1076.6 538.8 10595 | 10586 |9
g | I8¥24Y | T43ET 8554 854 4 D 929 5 4653 M25 M1456 |5
9 | F100134 | F501720 | 9844 983 .4 E 814.5 4077 f97.5 f96.5 |7
10 | FI14550 | 557.8 1097.5 | 1096.5 | 685 4 3432 G684 B
11| 121136 | JB0F3Y | 11966 | 11956 v 572 4 5553 5
12 | 1327.6 | DB643Y | 13106 | 13096 L 473.3 4563 4
13| 14407 | DF20090 | 14237 | 14327 | 3592 3422 3
14 1511.8 H6.4 14947 | 1493.7 A 246.2 2291 2
15| 16859 8434 1668 .8 | 1667.9 R 1751 1581 1
Peptide sequence: QAQIEVVPSASALIIK
Exclusive (unique to this protein): FALSE
SEQUEST XCorr score: 3.42 SEQUEST DCn score: 0.644
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 833.9906
Actual minus calculated peptide mass (AMU): -0.0012249
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B| Blons | Be2H | Bz | BHzo | as | vions | vezn | v | vz |J
1 1291 112.0 Q 1667.0 834.0 1650.0 | 1649.0
2 2001 1831 A 15389 700 1511.9 | 15209 |15
3 | 328 311 Q 1467 3 7344 14509 | 14499 |14
4 | FEE1Ean 424 2 1 1339.8 6704 13228 | 13418 |13
5 | ISF0IET H53.3 562 3 E 1226.7 61393 1209.7 | 1208.7 |12
6 | PEB9HET | 33562 652 3 651 4 W 10977 5494 10807 | 1079.7 |1
7 |p7E8™y | 3847 | 7814 | 7504 Y 09986 | 4998 | 9816 | 9806 |10
g | PBESSY | 433.2 848.5 847 5 P 8996 4503 8825 8816 |49
9| 49525 4768 935 5 934 .5 s 802 5 101.8 7855 845 |=&
10 | FID2316° | 5123 1006.5 | 10055 A f15.5 35682 698.5 6975 |7
11| 11106 h55 8 10935 | 10926 s 6444 3227 G274 6264 |&
12 1181.6 591.3 11646 | 1163.6 A h67 4 5404 5
13 | FI294570 | DB4TIaN | 12777 | 12767 L 4864 469 3 4
14 | (4078 | UF¥044Y | 13908 | 13898 | 3733 3563 3
15 | FI520097 | OF6009Y | 1503.8 | 15029 1 2602 2432 2
16 | 1667.0 834.0 1650.0 | 1649.0 K 1471 1301 1




Gene symbol: Lonpl

Protein name: Lon protease homolog

Protein accession numbers: 1P100319518,I1P100761408

Peptide sequence: DIIALNPLYR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.98 SEQUEST DCn score: 0.563
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 594.3426
Actual minus calculated peptide mass (AMU): -0.0015855
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E| Bilons E+2H BrHs | B-Hzo | ma | wions veoH | vamHz | veHzo |J
1 116.0 93.0 D 1187.7 h94.3 1M170.7¥ | 1169.7
2 | EEOEN 21111 | 10727 536.8 1055.6 9
I | a2 324.2 | 959.6 480.3 9425 g
4 | aas 3952 A 846.5 4238 8295 7
5 | ES2EEE H08.3 L Ffa.h 3882 58.4 5
6 | PB404Y | 3707 623.3 6224 M 6624 645.3 5
T | F3FAT | 3692 7204 f19.4 P 548.3 531.3 4
a | gs0sn | 4258 833.5 832.5 L 451.3 434.2 3
9 | 1306 A07.3 996.5 995 6 Y 3382 1.2 2
10| 1187.7 5943 1170.7 1169.7 R 1751 1581 1

Gene symbol: Lpp

Protein name: Isoform 1 of Lipoma-preferred partner homolog
Protein accession numbers: 1P100221494,1P100656290

Peptide sequence: YYEPYYAAGPSYGGR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.59 SEQUEST DCn score: 0.757
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 857.3785
Actual minus calculated peptide mass (AMU): -0.005737
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B| Blons | Be2H | BwHz | B-H2o | am | vions | vezn | v | vz |J
1 1641 b 1713.8 8574 1696.7 | 1695.7
2 | 3FF b 15507 759 15337 | 15327 14
3 | FAS620 438.2 E 1387.6 6943 13706 | 13696 |13
4 | 5532 535.2 P 12586 629.8 12416 | 12406 |12
5 | BF1E3Y 6983 by 1161.5 581.3 11445 | 11435 1
6 | WBF9HEY | 440.2 861.4 ¥ 998 5 4997 981.4 9805 (10
7| Pe504Y | 4757 9324 A 8354 14182 8184 8174 |19
g | D21 | mert 1003.4 A 7644 |27 7ar 3 fA6.4 =&
9 | FI0¥8S | 539.7 1060.4 G 693.3 3472 G763 6753 |7
10| 1175.5 H88.3 11575 P 6363 387 6193 6183 |&
11 | 262550 | WE3158Y 12445 s 5393 h222 5213 |5
12 | (1425067 | F13.3 1407 6 b 452 2 4352 4
13 | 14826 | 1F41:80 1464 .6 G 2892 2721 3
14 | 153916 | DFF030 15216 | G 2321 2151 2
15| 17138 857.4 1696.7 | 1695.7 R 1751 1581 1
Gene symbol: Lrch4
Protein name: Leucine-rich repeat and calponin homology domain-containing protein 4
Protein accession numbers: 1P100121785
Peptide sequence: NQLSTLPDELGDLPLVR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.34 SEQUEST DCn score: 0.594
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 940.5109
Actual minus calculated peptide mass (AMU): 0.0008545
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B| Blons | B+2H | Bz | B-Hzo | Aa | vions | vz | ves | venzo |J
1] 115.1 98.0 M | 1880.0 | 940.5 | 1863.0 | 1862.0

2| 2431 226.1 o 17660 [Fssasi| 17489 [ 17430 (15
3| 356.2 339.2 L [1637.9 | 8195 | 1620.9 | 1619.9 |15
4 | 44320 426.2 | 4252 | s | 15248 | 7629 | 1507.8 | 1506.8 |14
5| 5443 527.3 | 5263 | T |1437.8 | 719.4 | 14208 | 14198 |13
5 |IB574 | 3292 | 640.3 | 6394 | L | 13368 | 668.9 | 1310.7 | 1318.7 |12
7| 7544 | 377.7 | 7374 | 7364 | P | 12237 | 6123 | 12066 | 1205.7 |11
5 186941 | 4352 | 8524 | 8514 | D | 11266 | 563.8 | 1100.6 | 11086 |10
3 (18985 | 409.7 | 9815 | 9805 | E | 1011.6 | 506.3 | 9946 | 9936 |9

10 M191:6° | 556.3 | 10945 | 10935 | L | 8825 | 4418 | 8655 | 8645 &

11| 168:6: | 584.8 | 11516 | 11506 | G | 769.5 | 3852 | 7524 | 7515 |7

12| [1283:6 | 642.3 | 12666 | 12656 | D | 7124 | 3567 | 6954 | 6944 |6

13| 1896.7) | 608.0 | 1379.7 | 13787 | L | 507.4 580.4 5

14| [1493:8) | 74740 | 14767 | 1475.7 | P | 4843 467.3 4

15 | FIG0628Y | 8039 | 1589.8 | 1588.8 L 3873 3703 3

16 | AF05:9 | 78535 | 16889 | 16879 | v 2742 257.2 2

17| 1880.0 | 940.5 | 1863.0 | 18620 | R | 1751 158.1 1

Gene symbol: Lrpapl

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

Peptide sequence: IQEYNVLLDTLSR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.18 SEQUEST DCn score: 0.383

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 782.4228

Actual minus calculated peptide mass (AMU): -0.0007324
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B| EBlone E+2H BrHs | BHzo | ma | wions vazd | vans | vezo | ﬂ
1 1141 | 1563.8 824 1546.8 15458 |13
2| 2251 [} 1450.8 2519 1433.7 14327 |12
3 | IS 3542 353.2 E 1322.7 661.9 1305.7 13047 |11
4 h34.3 7.2 3163 Y 11937 97 3 1176.6 11756 |10
5 | 6483 631.3 6303 1] 1030.6 5158 1013.6 10126 |39
6 | DF4¥EaT 3ra.z 7303 294 W 916.6 458.8 899.5 8985 (3
7 | 8605 430.7 8434 842 4 L 8175 409.2 800.5 f99.5 |7
g | NOE3SN el 956.5 955.5 L 704.4 32T B87.4 GBG.4 |5
9 | FI088.6° 44 8 10715 | 1070.5 D 591.3 743 533 |5
10 | FI1 89260 5953 11726 1171.6 T 4763 459 3 A58 3 4
11 | 3025 | 6519 1285.7 | 1284.7 L 3ra.2 3582 3572 |3
12 | A389.F 695.4 13727 | 1371.7 s 2621 2451 2441 2
13| 1563.8 ¥82.4 1546.8 | 15458 R 1751 1581 1

Gene symbol: Lrrc57
Protein name: 10, 11 days embryo whole body cDNA, RIKEN full-length enriched library,
clone:2810002D13 product:hypothetical Leucine-rich repeat, typical subtype containing protein,
full insert sequence
Protein accession numbers: 1P100323479,I1P100473453,1P100623216
Peptide sequence: ELPSTFGQLSALK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.1

Fix modifications: None
Variable modifications: None

Charge: 2

SEQUEST DCn score: 0.56

Observed m/z: 695.8814
Actual minus calculated peptide mass (AMU): -0.003418
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B| EBlone B+2H BrHs | B-Hzo | sa | vions | ween | vans | vieo | ﬂ
1 1301 112.0 E 1390.8 695.9 1373.7 13728 |13
2 2431 2251 L 1261.7 631.4 12447 12437 |12
3 3402 3222 P 1148.6 A74.8 1131.6 11306 11
4 | TEZF 409.2 s 1051.6 5263 1034.5 10336 |10
s | s 5103 T 964.6 482 8 947.5 9465 |9
& | DBFS3Y | 73382 Ba7.3 F 863.5 4323 846.5 8455 |3
7 | 22 366.7 f14.4 G T16.4 3587 699.4 6984 |7
g | Dee0aT | 43007 843.4 842 4 L] 659.4 330.2 6424 641.4 |6
9 | D9F35 | 4873 956.5 955.5 L 531.4 5143 5133 |3
10 | FIOB0:5° 530.8 1043.5 1042.5 5 4183 401.2 400.3 |4
11 | I3 | 5663 11145 | 11136 A 331.2 3naz 3
12 | 2445 | 6228 12276 | 1226.6 L 260.2 2432 2
13| 1390.8 695.9 13737 | 13728 K 1471 1301 1




Gene symbol: Lypd4

Protein name: Ly6/PLAUR domain-containing protein 4 precursor
Protein accession numbers: 1P100225951

Peptide sequence: VTEVINVLDK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.79 SEQUEST DCn score: 0.548
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 565.3247
Actual minus calculated peptide mass (AMU): -0.005371
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B| Blons B+2H Bz | BH2o | mn | vions | vesn | vaws | vemzo | v
1 1001 v 11297 h65.3 11126 | 1111.6 |10
2 | R 1831 T 1030.6 5158 10136 | 10126 | 9
3 | ESDE2E N2z E 9295 1653 9125 911.5 |3
4 4292 4112 \f 800.5 4008 835 825 |7
4 5423 h24.3 | 701.4 351.2 6844 6834 |5
6 | DESEET 3287 639.3 638 4 M 588.3 A71.3 5703 |3
7 7554 3782 738.4 f37.4 v 4743 A57 3 456.3 |4
g 8685 | 4348 851.5 850.5 L 3ra.z2 358.2 3872 |3
q 98345 | 4923 9665 965 5 D 2621 2451 2441 2
10| 1129.7 5653 11126 1111.6 K 1471 1301 1

Gene symbol: Lyz

Protein name: Lysozyme C type P precursor

Protein accession numbers: 1P100113427

Peptide sequence: STDYGIFQINSR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.38 SEQUEST DCn score: 0.653
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 700.844
Actual minus calculated peptide mass (AMU): -0.0008545
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B| Blns | B+2H | Bz | B-Hzo | Aa | vions | vz | ves | venzo |J
1 88.0 70.0 s 1400.7 7008 1383.7 | 13827
21 1891 1711 T 1313.7 6573 12966 | 12956 11
3 | F304an 2861 D 1212.6 G068 11956 | 11946 |10
4 | FAGF2Y 449.2 Y 1097.6 5493 10805 | 10796 |9
5 | Ie2a0a 506.2 G 934.5 467 8 M75 ME65 |8
& | DGB3730 | 13192 619.3 I 877.5 43932 | 8605 | 8595 |7
7 | T84T | F39250 766.3 F T64.4 |27 Far 4 fi6.4 |5
g |Pe124Y | 4567 895 4 894 4 Q 6173 G002 599.3 |5
9 | 025557 | 5133 10085 | 1007.5 | 489.3 4723 471.3 |4
10 | (113955 | 5703 11225 | 11215 N 3762 3592 3582 |3
11 | (1226067 | 613287 | 12095 | 12086 | S 2621 2451 2441 |2
12| 14007 f00.8 13837 | 13827 R 1751 1581 1
Gene symbol: Maea
Protein name: Isoform 1 of Macrophage erythroblast attacher
Protein accession numbers: 1P100122269,I1P100845788
Peptide sequence: IQEFIELVR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.8 SEQUEST DCn score: 0.467
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 573.829
Actual minus calculated peptide mass (AMU): -0.0021955
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B| Blons | Be2H BrHs | BHzo | ma | wions vezd | vaes | vezo | ﬂ
1 1141 | 1146.7 h73.8 1129.6 11286 |39
2|z 2251 L) 1033.6 7.3 1016.5 10156 |5
3 | e 3542 353.2 E 905.5 4153 3 888.5 88745 |7
4 | ETEEE 501.2 H00.3 F TTB.5 88T 7594 7585 |6
5 | G2 614.3 613.3 | 6294 6124 611.4 |5
G f60.4 3807 7434 424 E 516.3 499 3 4983 (4
7 | DEEamn | BM3EEm | 8565 | 8555 | L | D38%3 3703 3
g | arz2sas 4868 9555 954 5 v 2ra 2572 2
9| 1146.7 5738 1129.6 1128.6 R 1751 1581 1

Gene symbol: Mbd3
Protein name: Isoform 1 of Methyl-CpG-binding domain protein 3
Protein accession numbers: 1P100131067,I1P100466458,1P100830772,IP100830957

Peptide sequence: LSGLSAFDIAEELVR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.03
Fix modifications: None

Variable modifications: None

SEQUEST DCn score: 0.567

Charge: 2 Observed m/z: 810.4363
Actual minus calculated peptide mass (AMU): 0.0002441
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B| Blons | Be2H | Bz | BH2o | am | vions | vezn | v | vz |J
1 1141 L 1619.9 8104 1602.8 | 1601.9
20 2011 1831 s 15068 FLER!) 14898 | 1483.8 14
3| 2581 2401 G 1419.8 7104 14027 | 1407 |13
4 | 3T 353.2 L 1362.7 68193 13457 | 13447 |12
5| 4583 4403 s 12496 6253 12326 | 12316 N
& | 1529130 | 2651 511.2 A |M1B626 | 58182 | 11456 | 11446 |10
7 | DBF6HT | 3387 658.4 F 1091 6 5463 10745 | 10736 |9
5 | IF91T | M396TY rid D 9445 472 8 9275 9265 |&
9 | P9045T | T452F 886.5 | 829.5 4152 8125 811.5 |7
10 | M9F550 | 48830 957 5 A 164 3687 6994 6984 |&
11| 11046 | 5528 10865 | E 645 4 628.3 627.4 |s
12 | 1233.6 | DBITFI30 1215.6 E 5163 4993 498.3 |4
13| 1346.7 6739 13287 L 3873 3703 3
14 | FIA95381 | 723.4 14277 | v 2742 257.2 2
15| 16199 8104 16028 | 1601.9 R 1751 1581 1




Gene symbol: Mcm2
Protein name: CRL-1722 L5178Y-R c¢DNA, RIKEN

full-length

enriched

library,

clone:1730064M13 product:minichromosome maintenance deficient 2 mitotin (S. cerevisiae), full

insert sequence

Protein accession numbers: 1P100323820

Peptide sequence: ESLVVNYEDLAAR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.12 SEQUEST DCn score: 0.511
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 739.8774
Actual minus calculated peptide mass (AMU): -0.002075
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B| EBlone Beod | Bwns | BHzo | ma | vions | ween | vns | viheo |J
1 1301 112.0 E 1478.8 399 1461.7 | 14607
2 M7 1991 s 1349.7 B75.4 13327 | 1331.7 12
3 | EE30EE nzz L 1262.7 631.8 12457 | 12447 |11
4 4292 4112 \f 1149.6 753 11326 | 11316 |10
5 5283 5103 W 1050.5 25 8 1033.5 10325 | 9
B 6424 | 3217 625.3 624.3 M 951.5 476.2 934.4 9334 |3
7 g05.4 403.2 788.4 f87.4 Y 8374 4192 820.4 8194 (7
g 9345 467T.7 9174 9164 E 674.4 I37.7 B657.3 626.3 |6
9 | 10995 | 52512 10325 | 1015 D 5453 h28.3 273 |5
10 | FIT62I6° 581.8 1145.5 1144.5 L 430.3 413.3 4
11 | 2336 617.3 12166 | 12156 A Nrz2 300.2 3
12 | 13046 | U528 12876 | 1286.6 A 2462 2291 2
13| 1478.8 ¥39.9 14617 | 1460.7 R 1751 1581 1

Gene symbol: Mcm3

Protein name: DNA replication licensing factor MCM3

Protein accession numbers: 1P100108338

Peptide sequence: LLNNAFEELVAFQR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.82 SEQUEST DCn score: 0.607
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 832.4463
Actual minus calculated peptide mass (AMU): 0.00415
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B| Blons | Be2H | Bz | BH2o | am | vions | vezn | v | vz |J
1 L 16639 8324 16469 | 16459
2 L 15508 751 15338 | 15328 13
3 3242 N 1437.7 | 7194 | 14207 | 1419.7 |12
4 438.2 N 1323.7 662 3 1306.6 | 1305.7 |11
5 h09.3 A 12096 6053 11926 | 1196 |10
B 6563 F 1138.6 569.8 1116 | 11206 |9
7 7854 iB4.4 E 991 5 1963 974 .5 97356 |=8
g 914.4 9134 E 862.5 431.7 8455 84445 |7
9 102756 | 1026.5 L 7334 I6T 2 7164 B
10 11266 | 11256 | v 620.4 603.3 5
11 11976 | 1196.6 A h21.3 H04.3 4
12 13447 | 13437 F 4503 4332 3
13 14727 | 14718 Q 303.2 286.2 2
14 16469 | 16459 R 1751 1581 1
Gene symbol: Mcm6
Protein name: DNA replication licensing factor MCM6
Protein accession numbers: 1P100123881
Peptide sequence: TSILAAANPVSGHYDR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.98 SEQUEST DCn score: 0.574
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 836.4239
Actual minus calculated peptide mass (AMU): -0.005371
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B| EBlone E+2H BaHs | BHzo | ma | wions vaoH | owans | werzo |J
1 1021 84.0 T 1671.9 836.4 1654.8 1653.8

2 1891 1711 s 1570.8 7859 1553.8 1552.8 |15
3 3022 284 2 | 14838 424 1466.7 14658 |14
4 4153 3973 L 13707 B685.8 1353.7 13527 |13
5 486.3 168.3 A 12576 629.3 1240.6 12396 |12
6 | H5F30 2792 7393 A 1186.6 593.8 1169.5 11685 11
7 [p62BA | 3147 6104 | A | 11155 | 558.3 | 10985 | 1087.5 |10
g | Fazas 3r1.7 T25.4 244 M 1044 5 h22.8 1027.5 10265 |9
9 839.5 A420.2 8224 821.5 P 930.4 A65.T 9134 9124 |3
10 | 93857 469.8 921.5 920.5 v 833.4 7.2 816.4 8154 |7
11 | D256 | 5133 10085 | 1007.6 s 7343 I6T.T f17.3 f16.3 |5
12| 10826 | "541:8 1065.6 1064.6 G 6473 3242 630.3 629.3 )
13 | 219060 | TETD3 12026 | 12016 H 590.3 295 6 hr3.2 5723 |4
14 | 13827 | UB919° | 1365.7 | 1364.7 Y 453 2 436.2 4352 |3
15 | (14970 ¥49.4 1480.7 | 1479.7 D 2902 2731 2721 2
15| 16719 836.4 16548 | 1653.8 R 1751 1581 1

Gene symbol: Mcts2

Protein name: ES cells cDNA, RIKEN full-length enriched library, clone:2400002F11
product: MULTIPLE COPIES IN AT-CELL MALIGNANCIES
Protein accession numbers: 1P100131888

Peptide sequence: FVLSGANIMCPGLTSPGAK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.15 SEQUEST DCn score: 0.495
Fix modifications: C10: Carbamidomethyl (+57.02)

Variable modifications: M9: Oxidation (+16.00)

Charge: 2 Observed m/z: 968.4836
Actual minus calculated peptide mass (AMU): -0.008057
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B| Bions | Ben | Bz | BHzo | ma | viens | veaH | v | vezo | v
1| 148.1 F | 1936.0 | 0685 | 1918.9 | 1918.0 |19
2| 2471 v | 1788.9 | (8950 | 1771.9 | 17708 |18
3| 360.2 L | 16898 | 8454 | 16728 | 1671.8 |17
4| 447.3 4203 | s | 15768 | 788.9 | 1550.7 | 1558.7 |16
5| 5043 4863 | G | 14897 | 7454 | 14727 | 1471.7 |15
6| 5753 | 288.2 5573 | A | 14327 | 7160 | 14157 | 1414.7 |14
716894 | 3452 | 6723 | 6714 | N | 1361.7 | 681.3 | 1344.6 | 13437 |13
5 |1B026 | 4017 | 7854 | 7844 | 1 | 12476 | 624.3 | 12306 | 12296 |12
3 |1849550 | 4752 | 9325 | 9315 |M+16| 11385 | 567.8 | 111756 | 11165 |11
10 | /11095 | 1655531 | 10825 | 10815 |C+57 | (8875 | 4843 | 9705 | 9605 |10
11| 1206:6: | 603.8 | 11895 | 11885 | p | 8275 | 4142 | 8104 | 8095 |9
12 | [1268:6) | 16323 | 12466 | 12456 | G | 730.4 | 3657 | 7134 | 7124 |8
13| 1B76.7) | 688.8 | 13506 | 13587 | L || 6734 | 337.2 | 6564 | 6554 |7
14 | 4777 | 173940 | 1460.7 | 1450.7 | T | 560.3 | 280.7 | 5433 | 5423 |6
15| [1564:8) | \782:9) | 1547.7 | 1546.7 | S | 459.3 4422 | 4413 |5
16| 1661.8 | /831:4) | 1644.8 | 16438 | p || 37232 355.2 4
17| 1718.8 | /859:91 | 1701.8 | 1700.8 | & | 275.2 258.1 3
18| 1789.9 | 18954, | 17728 | 17711.0 | A | 2182 201.1 2
19| 1936.0 | 968.5 | 1018.0 | 1918.0 | Kk | 1471 130.1 1

Gene symbol: Mgea6

Protein name: Cutaneous T-cell lymphoma-associated antigen 5 homolog
Protein accession numbers: 1P100153633,I1P100654285

Peptide sequence: GPFENLLDHQMNTER

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.69 SEQUEST DCn score: 0.475

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 827.3839

Actual minus calculated peptide mass (AMU): -0.0056153
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B| Bions | Be2d | Brms | BH2o | s | viens | vz | v | vieo v
1| 58.0 G | 16538 | 827.4 | 1636.7 | 16358 |14
2| 1551 P | 1596.7 | 7988 | 1579.7 | 1578.7 |13
3 | Z8dn 2661 | E | 14997 || 750.4 | 14827 | 14817 |12
4| 3982 3811 | 3802 | n | 1370.7 | 6858 | 1353.6 | 13526 |11
5 | ISl 4942 | 493.2 | L | 12566 | 6288 | 1239.6 | 1238.6 |10
5| 6243 | 3127 | 607.3 | 6063 | L | 11435 | 5723 | 11265 | 11255 |9
7 |N¥3941 | 3702 | 7223 | 7214 | D | /10304 | 5157 | 1013.4 | 1012.4 |6
5 |IBT64 | 4387 | 859.4 | 8584 | H |[915.4 | 458.2 | 8984 | 8974 |7
o /0045 | 5027 | 9875 | 9865 | © | 778.4 | 3807 | 761.3 | 760.3 |6
10 11355 | 568.3 | 11185 | 1117.5 | m | 650.3 6333 | 6323 =
11] 12496 | 6253 | 12325 | 12315 | N | 51903 5022 | 501.2 |4
12| 350061 | 675.8 | 1333.6 | 13326 | 1 | 4052 3882 | 387.2 |3
13| 4797 | N740:3) | 1462.6 | 1461.6 | E | 304.2 7871 | 286.2 |2
14| 16563.8 | 827.4 | 16367 | 16358 | R | 175. 158.1 1

Gene symbol: Mipep

Protein name: CRL-1722 L5178Y-R cDNA, RIKEN full-length enriched library,
clone:1730088G21 product:mitochondrial intermediate peptidase, full insert sequence
Protein accession numbers: 1P100222838,IP100753039,IP100757068

Peptide sequence: ALQGTIAQTPETVMQFLEK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.96 SEQUEST DChn score: 0.481

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1053.0532

Actual minus calculated peptide mass (AMU): 0.0031752
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B| Blons | B+2H | s | B-Hzo | Aa | viens | vz | ves | venzo |J
1 72.0 A 2051 1053.0 | 20881 20871
2 1851 L 20341 10175 | 20170 | 20161 18
3 332 2962 Q 191.0 961.0 1904.0 | 1903.0 17
4 3702 353.2 G 17929 8a7.0 17759 | 17749 |16
5 471.3 454 2 4533 T 173593 868 .5 17189 | 17179 |15
6 | ES8EE3N | 2927 L 5663 1 16349 81749 1617.8 | 1616.8 |14
7 | DB55HY | 328.2 638.4 637 4 A 15118 ¥61.4 1504.7 | 1503.8 |13
g | F83dy | 3922 7664 7654 Q 14507 72519 14337 | 14327 |12
9 | 8845y | 4428 B67.5 866.5 T 13227 661.8 13056 | 13047 |11
10 | P9850 | 491.3 964 5 963.5 P 12116 611.3 12046 | 1203.6 |10
11 | 11006 | 555.8 10935 | 10926 E 11246 H62. 8 11075 | 11066 |3
12 | 211067 | 606.3 11946 | 11936 T 995.5 498 3 978.5 9775 |8
13 | FI3100F 655 9 12937 | 12927 W 894 5 AT T 8775 8765 |7
14| 1417 [DF2080 | 14247 | 14237 | m 7954 | 3982 | 7784 | FIT4 |5
15 | [1569:81 | 7854 1552.8 | 1551.8 Q 664 4 647.3 6464 |5
16 | AF1619 | 785897 | 16998 | 16989 F h36.3 5193 7183 |4
17 | (1830000 | 915.5 18129 | 1811.9 L 389.2 3722 3F1.2 |3
13 | (1959007 | 7980000 | 19420 | 19410 E 2762 2591 2581 |2
19| 21051 1053.0 | 20881 20871 K 1471 1301 1
Gene symbol: Morc3
Protein name: Microrchidia 3
Protein accession numbers: IPI00755119
Peptide sequence: SDPGITVSTQTDAPGLTVK
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.65 SEQUEST DCn score: 0.596
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 943.9896
Actual minus calculated peptide mass (AMU): -0.0002441
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B| Bions | Ben | B3 | BHzo | aa | vins | veaH | v | vezo | v
1] 88.0 700 | s | 1887.0 | 8944.0 | 1869.9 | 1869.0 |19
2| 2031 1851 | D | 17998 | 8005 | 17829 | 1781.9 |18
3| 300.1 2821 | P | 16848 | 8430 | 1667.9 | 1666.9 |17
4| 3571 3391 | G | 1587.8 | 794.4 | 1570.8 | 1560.9 |16
5 | 47020 4522 | 1 | 15308 | 7659 | 1513.8 | 15128 |15
5| 571.3 | 7861 5633 | T | 1417.8 | 700.4 | 1400.7 | 1399.7 |14
7 | BBF03 | 3357 6523 | v | 1316.7 | 6589 | 1200.7 | 1298.7 |13
5 | WESTAY | 3792 7394 | S | 12176 | 609.3 | 1200.6 | 11996 |12
3 | 18584 | 429.7 840.4 | T | 11306 |1 5658 | 1113.6 | 11126 |11
108865 | 4937 | 96895 | 9685 | @ |/1020.6 | 5153 | 10125 | 10116 |10
11| 087:5 | 5443 | 10705 | 10605 | T | 901.5 |/ 451.3 | 8845 | 8835 |o
12[1202:6 | 601.8 | 11855 | 11845 | D | 800.5 | 400.7 | 783.4 | 7824 |&
13| 1273:6 | '637:3) | 12566 | 12556 | A | 6854 | 3432 | 6684 | 667.4 |7
14| 1370.6 | 6858 | 13536 | 13526 | P | 6144 | 307.7 | 587.4 | 596.4 |6
15 | 42759 | 7143 | 14106 | 1409.7 G 5173 500.3 4993 |5
16| [1540:8 | W770/90 | 15237 | 15227 | L | 4603 4433 | 4423 |4
17 | [1641.8 | '821:4) | 1624.8 | 1623.8 | T | 347.2 3302 | 3292 |3
15| [A740:9' | '870.9) | 17238 | 17220 | v | 2462 729.2 2
19| 1887.0 | 0440 | 1870.0 | 1869.0 | Kk | 147.1 130.1 1

Gene symbol: Mrpl19
Adult male hippocampus cDNA, RIKEN full-length enriched library,
clone:C630024D24 product:mitochondrial ribosomal protein L19, full insert sequence

Protein accession numbers: IP100135311
Peptide sequence: FLSPEFIPPR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.63

Protein name:

Fix modifications: None

Variable modifications: None

SEQUEST DCn score: 0.499

Charge: 2 Observed m/z: 601.8326
Actual minus calculated peptide mass (AMU): -0.0001221
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B| Blons | Be2H BrHs | B-Hzo | ma | wions vaoH | owans | wemzo |J
1 1481 F 12027 601.8 1185.6 1184.7

2 | 26152 L 1055.6 h28.3 1038.6 1037.6 El
3| ma3ge2e 330.2 S 9425 471.8 925.5 9245 |5
4 | 44530 A2T7.2 P 8555 4282 838.5 8375 |7
5 | NSEAES 5563 | E | 7584 | 3797 | 7414 | 7404 &
6 | IF2154T | F361020 034 F 6294 6124 5
T\ 83ada | NMIET 8164 | 48323 465.3 4
g | a3rs 466.3 9135 P 369.2 3522 3
9 | 1028.5 | 514280 10105 P 2r22 852 2
10| 12027 601.8 1185.6 11847 R 1751 1581 1

Gene symbol: Mrpl21
Protein name: Isoform 1 of 39S ribosomal protein L21, mitochondrial precursor
Protein accession numbers: 1IP100133965
Peptide sequence: VNELIATGQYGR

Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.48

SEQUEST DCn score: 0.577

Fix modifications: None
Variable modifications: None

Charge: 2 Observed m/z: 660.8491

Actual minus calculated peptide mass (AMU): -0.0008545
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B| Blons | B+2H | Bz | B-Hzo | Aa | vions | vz | ves | ven2o |J
1| 1001 v | 13207 | 6609 | 1303.7 | 1302.7
2| 241 1971 M 121.6 611.3 12046 | 1203.6 11
3 | B 3261 3252 E 1107.6 554.3 10905 | 1089.6 |10
4 | P456I37 439.2 438.2 L 97 8.5 489.8 961.5 9605 |9
5 | F569:37 5523 551.3 | 8655 433.2 g48.4 8474 |=
6 | B404Y | 3207 | 6233 | 6224 | A | 7524 | 3767 | 7353 | 7344 |7
7| EEEE | 3712 T24.4 7234 T 681.3 341.2 G643 663.3 |6
& | OF98HEY | 3997 781.4 7804 G 5803 H63.3 5
9| 926.5 | 4638 909.5 908.5 Q 523.3 506.2 4
10 | (67 | 545237 | 10725 | 1071.5 b 3952 3ra.2 3
11 | [4146:6) | '573:8) | 11295 | 11286 | G | 2321 2151 2
12 132'] ? 6G60.9 1303.7 | 13027 R 1751 1581 1
Gene symbol: Mrpl24

Protein name: 39S ribosomal protein L24, mitochondrial precursor



Protein accession numbers: 1P100162769

Peptide sequence: NWVVLEGLNTHYR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.49 SEQUEST DCn score: 0.501
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 800.9184
Actual minus calculated peptide mass (AMU): 0.005371
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Gene symbol: Mrpl47

Protein name: 39S ribosomal protein L47, mitochondrial precursor
Protein accession numbers: 1P100322422

Peptide sequence: NMLLTLEQEAK

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.01 SEQUEST DCn score: 0.515
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 645.3397
Actual minus calculated peptide mass (AMU): -0.006226
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Gene symbol: Mrpl49

Protein name: Mitochondrial 39S ribosomal protein L49
Protein accession numbers: 1P100131988

Peptide sequence: TPITQVNEVTGTLR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.59
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 764.9227
Actual minus calculated peptide mass (AMU): 0.003784
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Gene symbol: Mrps25

Protein name: Mitochondrial 28S ribosomal protein S25
Protein accession numbers: 1IPI00315671

Peptide sequence: IMTVNYNTYGELGEGAR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.72 SEQUEST DCn score: 0.478
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 944.4542
Actual minus calculated peptide mass (AMU): 0.009399
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Gene symbol: Mrps9

Protein name: Mrps9 protein (Fragment)

Protein accession numbers: 1P100480261

Peptide sequence: LSDEDYAQFIR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.29 SEQUEST DCn score: 0.479
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 678.8222
Actual minus calculated peptide mass (AMU): -0.0070758
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Gene symbol: Mtal

Protein name: Mtal protein

Protein accession numbers: 1P100624969,IP100776055,IP100853911
Peptide sequence: VGDYVYFENSSSNPYLIR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.73 SEQUEST DChn score: 0.627

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 1062.006

Actual minus calculated peptide mass (AMU): -0.00415
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Gene symbol: Mtap7

Protein name: Isoform 2 of Ensconsin

Protein accession numbers: 1PI00380510

Peptide sequence: LSSSSATLLNSPDR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.96 SEQUEST DCn score: 0.605
Fix modifications: None



Variable modifications: None
Charge: 2 Observed m/z: 724.3733
Actual minus calculated peptide mass (AMU): -0.0004883
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Gene symbol: mt-Atp8

Protein name: ATP synthase protein 8

Protein accession numbers: 1P100116896

Peptide sequence: I'YLPHSLPQQ

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.58 SEQUEST DCn score: 0.469
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 598.3241
Actual minus calculated peptide mass (AMU): -0.007324
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Gene symbol: Mtx1
Protein name: Metaxin-1
Protein accession numbers: 1P100112327
Peptide sequence: QGADTLAFMSLLEEK
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.5 SEQUEST DCn score: 0.574
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 826.9134
Actual minus calculated peptide mass (AMU): -0.001709
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Gene symbol: Myh7b

Protein name: Novel protein

Protein accession numbers: 1PI00755200

Peptide sequence: HSHEEALEALETLKR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.52 SEQUEST DCn score: 0.473
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 881.9546
Actual minus calculated peptide mass (AMU): -0.007568
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Gene symbol: Myh9

Protein name: Myosin-9

Protein accession numbers: 1P100123181,IP100788324

Peptide sequence: AGVLAHLEEER

Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 3 SEQUEST DCn score: 0.515
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 612.3202
Actual minus calculated peptide mass (AMU): -0.0059849
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Peptide sequence: RHEMPPHIYAITDTAYR
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.55

SEQUEST DCn score: 0.428

Fix modifications: None
Variable modifications: M4: Oxidation (+16.00)

Charge: 3 Observed m/z: 696.3453
Actual minus calculated peptide mass (AMU): 0.0070758
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Peptide sequence: TQLEELEDELQATEDAK
Exclusive (unique to this protein): FALSE

SEQUEST XCorr score: 6.55
Fix modifications: None
Variable modifications: None
Charge: 2
Actual minus calculated peptide mass (AMU): -0.0012249

SEQUEST DCn score: 0.66

Observed m/z: 981.4631
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B| Blons | B+2H | s | B-Hzo | Aa | vions | vz | ves | ven2o |J
1] 1021 8B40 | T | 1961.9 | 981.5 | 19449 | 1943.9
2| 2301 131 21 Q 18609 9309 | 18439 | 184219 15
3| 2432 326.2 3252 L 17328 8669 | 17158 | 17148 (15
4 | A2 455.2 454.2 E 1619.7 8104 | 16027 | 16017 |14
5 | BB0153T H84.3 583.3 E 14907 FA59° | 14737 | 14727 |13
6 L7144 | 3577 | 697.3 | 6964 | L | 13616 | 681.3 | 1344.6 | 13436 |12
7| 843N | 42272 826.4 825.4 E 12486 6248 | 12315 | 12305 1
g | M958HY | 47497 941.4 940.4 D 1119.5 5603 | 11025 | 11015 (10
9 | FI08¥S | 0544020 | 10705 | 1069.5 E 1004.5 502.8 987.5 986.5 |9
10 | F1200067 | 6008 | 11835 | 11825 L 875.5 438.2 8584 874 |8
11| 1828:6. | 664.8 | 13116 | 1310.6 | & | 762.4 | 381.7 | 7453 | 744.4 |7
12 | F13980F | 70030 | 13826 | 13817 A 634.3 HNET 617.3 G16.3 |6
13 | 15005 | F50090 | 14837 | 14827 T 5633 546.2 5453 |5
14 | FI629080 | 8154 | 16127 | 1611.7 E 4622 4452 4442 |4
15 | FIF44080 | DBF2090 | 17278 | 17268 D 333.2 6.2 MNH2 |3
16 | [1815:8) | 19084 | 17988 | 1797.8 | A | 218.2 201.1 2
17 | 1961.9 9815 | 19449 | 19439 K 1471 1301 1




Gene symbol: Myo6

Protein name: MKIAA0389 protein

Protein accession numbers: 1P100462752,I1P100776145

Peptide sequence: YLTESYGTGQDIDDR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.85 SEQUEST DCn score: 0.601
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 866.8826
Actual minus calculated peptide mass (AMU): -0.009522
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B| Blons | Be2d | Baez | BhHzo | aa | viens | veoH | vz | vizo | v
1 164.1 Y 1732.8 8669 | 17157 | 17148 |15
2| T2 L 1569.7 B854 | 15527 | 156517 (14
3| 3782 360.2 T 1456.6 7288 | 14396 | 14386 (13
4 | a07.3 489.2 E 13556 6F8:3 | 13385 | 13376 (12
S| 5943 576.3 s 1226.5 613.8 | 12095 | 12085 11
6 | W5E3) | 379.2 739.3 | v | 11395 | 570.3 | 11225 | 1121.5 |10
7| e1EEE | 4077 F96.4 G 976.4 488.7 9594 9584 |8
5 | MO154T | 4582 897.4 T 919.4 460.2 902.4 9014 | &
o | MeF23n | 4867 954.4 G 818.4 409.7 801.3 800.4 |7
10 | F400557 | 5508 | 10835 | 10825 Q f61.3 381.2 7443 F433 |6
11| M215:5)| 608.3 | 11985 | 1197.5 | D | 6333 6163 | 615.3 |5
12 | F1328167 | 664.8 | 13116 | 13106 I 518.3 501.2 500.3 | 4
13 | FI943067 | 0F22030 | 14266 | 14256 D 4052 388.2 |7 |3
14| 1558.7 | 779.8 | 1541.6 | 15406 | D | 290.2 2731 | 2721 |2
15| 17328 866.9 | 17157 | 17148 R 1751 1581 1

Gene symbol: Nat13

Protein name: Isoform 5 of N-acetyltransferase NAT13

Protein accession numbers: 1P100845580

Peptide sequence: LYIMTLGCLAPYR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.67 SEQUEST DCn score: 0.545
Fix modifications: C8: Carbamidomethyl (+57.02)

Variable modifications: None

Charge: 2 Observed m/z: 785.9073
Actual minus calculated peptide mass (AMU): -0.006104
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B Be2H | Bnes | BhHzo | oas | vins | oveen | ovaws | vemzo | v
1 L 15708 78519 1553.8 | 15528 |13
2 W 14577 7294 14407 | 1439.7 |12
3 | 12947 G478 12776 | 1276.7 |11
4 | 1181 6 591.3 1164.5 | 1163.6 |10
5 | MB22137 6043 T 10505 | 5258 | 10335 | 10325 |9
6 | WF354Y | 368.2 74 L 9495 4753 9325 a
7 7924 J96.7 ¥r44 G 836.4 M87 8194 7
5 | PO52%5Y | A76T 9345 |(C+5F | F79.4 390.2 f62.4 G
9 | ID655] | 533.3 1047 5 L 619.4 G023 5
10 | FI136:6] | 568.8 11186 | A 506.3 489.3 4
11| 12336 6173 12156 P 4352 4182 3
12 | 13967 | 69849 13787 W 3382 3212 2
13| 1570.8 f85.9 15538 | 1552.8 R 1751 1581 1
Gene symbol: Nbrl
Protein name: Neighbor of Brcal gene 1
Protein accession numbers: IPI00648777
Peptide sequence: GAEGEPGIESGLEPTEAR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.99 SEQUEST DCn score: 0.493
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 899.9206
Actual minus calculated peptide mass (AMU): -0.0127
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B| Bions | B | B3 | BHzo | aa | viens | wea | v | veeo | v
1 58.0 G 17989 899 9 1781.8 | 17808 |15
20 1291 A 1741.8 8714 17248 | 17238 17
3 | 258 2401 E 16708 8359 1653.8 | 16528 |16
4| 351 2971 G 1541.7 ¥F1.4 1524.7 | 1523.7 |15
5 | A 426.2 E 14847 74219 14677 | 1466.7 |14
g H41.2 2711 5232 P 13557 678 3 1338.7 | 1337.7 [13
7| 598130 | 29496 580.2 G 12586 629.8 12416 | 12406 |12
g | F11I30 | 356.2 6933 | 1201 6 601.3 11846 | 11836 N
9 | meg0ss | 4207 8224 E 1088.5 544 8 1071.5 | 1070.5 |10
10| 9274 164 2 9094 s 959 5 4802 942 5 94146 |49
11| pogaEs | 4927 9664 G 8725 436.7 | 8554 | 8544 |&
12 | (10975 | 5493 10795 L 8154 1082 7984 far4a |7
13 | 226350 | WE13:80 1208.5 E 7023 351.7 6853 684.3 |5
14 | [132306° | 6623 13056 P 5733 556.3 5653 |5
15 | 4240 | 12080 1406.6 T 476.3 4592 4582 |4
16 | (I5537 | 777.4 15357 | E 375.2 3582 | 3572 |3
17 | 62457 | 8129 1606.7 A 2462 2291 2
13 1798.9 8999 1781.8 | 1780.8 R 17461 1581 1
Gene symbol: Ndufal2
Protein name: NADH dehydrogenase (Ubiquinone) 1 alpha subcomplex, 12
Protein accession numbers: 1P100344004
Peptide sequence: FNVSATPEQYVPYSTTR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.88 SEQUEST DChn score: 0.649
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 980.4777
Actual minus calculated peptide mass (AMU): 0.002441
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B| Bions | Ben | B3 | BHzo | sa | viens | wea | v | veeo | v
1 1481 F 1960.0 980.5 19429 | 1941.9 [17
2| 2621 2451 N 181293 9069 17959 | 17949 |16
3| 361.2 3442 v 1698 .8 8499 1681.8 | 16808 |15
4 | 4482 431.2 430.2 s 1599.8 8004 15827 | 1581.8 |14
5 | SN h032 2 501.3 A 165127 FLLR!) 14957 | 14947 |13
6 | 620030 | 3107 6033 6023 T 1441.7 i21.4 14247 | 14237 [12
7| TS | P35 7003 6994 P 1340.7 6708 13236 | 13226 N
g | BdEAY | 4237 8294 8284 E 12436 622 3 12266 | 12256 |10
9| 974.5 4877 957.4 956.5 Q 1114.5 567.8 1097.5 | 1096.5 |9
10 | (1375 | 5693 11205 | 11195 v 986.5 193 8 969 .5 9685 |=
11 | 1236067 | 618.8 12196 | 1218.6 W 823 4 4122 8064 8054 |7
12 |(13336° | BG6T.3 13166 | 13156 P 7244 627 f07 3 f06.4 |5
13 | (14967 | r4849 1479.7 | 1478.7 ¥ 6273 6103 609.3 |5
14 | (158307 | F92.4 1566.F | 1565.7 s 464 3 447 2 446.2 |4
15 | (16848 | "842/97 | 1667.8 | 1666.8 T T 3602 35692 |3
16| 17858 | 7893147 | 1768.8 | 17678 T 2762 2591 2582 |2
17| 1960.0 980.5 19429 | 19419 R 1751 1581 1
Gene symbol: Ndufal2l
Protein name: Mimitin, mitochondrial precursor
Protein accession numbers: 1PI00330551
Peptide sequence: EVDYEAGDIPTEWEAWIR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 5.12 SEQUEST DCn score: 0.71
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 1090.0044
Actual minus calculated peptide mass (AMU): 0.0021955
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B Be2H | Bb3 | BHzo | aa | vions | ve2n | vawms | veheo |J
1 112.0 E M790 | 1090.0 | 1620 | M61.0
2 11 W 20500 | 10255 | 20329 | 20320 1?
K] 3261 D 19509 976.0 19339 | 19329 |16
4 4892 b 18359 9184 1818.8 | 1817.9 |15
5 6182 E 1672 8 8369 16558 | 1654.8 |14
g 3542 689 3 A 1543.8 ¥r2. 4 1526.7 | 1525.7 (13
7 3|27 7463 G 14727 7369 14557 | 14547 |12
a 4402 861.3 D 14157 7084 13987 | 13977 N
9 4967 974 4 | 1300.7 6508 12836 | 12827 |10
10 h45.2 1071.5 P 1187 6 504 3 11706 | 11696 |9
11 5958 11725 T 1090.5 5458 1073.5 | 10F245 |&
12 6603 13015 E 989.5 4953 9725 97145 |7
13 ¥53.3 1487 6 W 8604 430.7 8434 8424 |5
14 | B 8179 1616.7 E 674 4 G573 B56.4 |5
15 Wﬂ&?_ 8534 16877 A h453 5283 4
16 | 89128 | "946540 1873.8 vy 4743 457 3 3
17| 2004.9 | 1003.0 19869 | 2882 2712 2
18| 21479.0 | 10900 | M62.0 | M61.0 R 17461 1581 1
Gene symbol: Ndufal3
Protein name: NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 13
Protein accession numbers: 1P100230715
Peptide sequence: LLIEDLEAR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 2.68 SEQUEST DCn score: 0.318
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 536.3043
Actual minus calculated peptide mass (AMU): -0.004395
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B| Buns | Ben | Brms | BHo | sa | viens | vea | v | vieo | v
1 1141 L 1071.6 536.3 10546 | 10536 |9
2 | L 9585 | 4798 | 9415 | 9405 |G
3| 34003 | 8454 4232 8284 8274 |7
4 | B9 4513 E 7324 I66.7 7153 143 |5
5 | 58437 H66.3 D 603.3 5863 5853 |5
£ | DB9FHET | m349:20 6794 L 4883 1713 703 |4
7 | pe2ESN | 24137 8085 E 375.2 3582 | 3572 |3
8 | NB9¥SY | 4493 8795 A 2462 2291 2
9| 1071.6 536.3 10546 | 1053.6 R 17561 1581 1




Gene symbol: Neb

Protein name: similar to Nebulin

Protein accession numbers: 1IPI00755239

Peptide sequence: VSKTILNWFITXMWPR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.66 SEQUEST DCn score: 0.289
Fix modifications: None

Variable modifications: M13: Oxidation (+16.00)

Charge: 2 Observed m/z: 1011.0513
Actual minus calculated peptide mass (AMU): 2.074
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B| EBlone B+2H Bz | BH2o | as | vions | vesn | v | vemzo | v
1 1001 v 2019.0 | 10100 | 2002.0 | 2001.0 (18
2 1871 169.1 s 1920.0 9605 1902.9 1901.9 |15
3 352 158.1 2982 297.2 K 18329 917.0 18159 | 18149 |14
4 ME3° | 2086 3992 3982 T 1704.8 8529 1687.8 | 16868 |13
5 | 5293 265.2 723 511.3 | 1603.8 802 4 1586.8 | 15858 |12
G b42.4 Iy 6254 624 4 L 1490.7 459 14737 | 14727 |11
7 7a6.5 3787 7394 385 M 1377.6 6893 1360.6 1359.6 |10
g 9425 471.8 9255 924 5 vy 1263.6 632.3 12465 | 12456 |9
9 | 1089.6 453 10726 | 1071.6 F 1077.5 539.3 10605 | 10595 |5
10| 12027 601.9 1185.7 | 1184.7 | 930.4 465.7 9134 9124 |7
11 | 1303.7 B524 1286.F | 1285.7 T M7 409.2 800.3 f99.3 |5
12 | F14140F fO07.9 1397.7 1396.7 X T16.3 6993 5
13 | (156128 ¥81.4 1544 8 | 15438 mM+16 || G053 h88.3 4
14 | 1747.9 874.4 17308 | 17299 vy 458 3 441 2 3
15 | [1844:9 | 923.0 18279 | 1826.9 P 2r22 2552 2
16| 2019.0 | 1010.0 | 20020 | 2001.0 R 1751 1581 1

Gene symbol: Neddl

Protein name: Isoform 1 of Protein NEDD1

Protein accession numbers: 1P100110438

Peptide sequence: FIQNMIQETLDDFR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.22 SEQUEST DCn score: 0.54
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 885.4291



Actual minus calculated peptide mass (AMU): -0.00293
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B| Bions | Be2d | Brms | BH2o | ma | viens | v | v | vieo v

1 1481 F 1769.9 885.4 17528 | 1751.8 |14

2| 261.2 1 1622.8 811.9 1605.8 | 1604.8 |13

3 | m388dn 3722 G | 1509.7 | 7554 | 14927 | 14917 |12

4 | 503.3 4862 M 1381.6 691.3 1364.6 | 13636 N1

5 | NE34530 617.3 L] 1267.6 634.3 12506 | 12496 |10

6 | F4FE4Y | 3742 ¥30.4 | 1136.6 568.8 11195 | 11185 |3

7| BY¥5.5 |[438720 | 8584 & 1023.5 5122 1006.5 | 10055 |58

g | F100%S | 502.8 987.5 986.5 E 8954 448.2 §78.4 gr74 |7

9 | FIFI05I5Y | 553130 | 10885 | 10875 T TG6. 4 3837 7494 f484 |8

10 | (1218067 | 60987 | 1201.6 | 12006 L 6653 6483 647.3 | =5

11 | 133307 | G667.3 1316.6 | 1315.6 D 5522 535.2 534.2 |4

12 | 144807 | DF24080 | 1431.7 | 14307 D 437.2 420.2 4192 |3

13 | FI995IF) | F98HN | 15787 | 1577.7 F 3222 305.2 2

14| 1769.9 885 4 17528 | 1751.8 R 1751 1581 1

Gene symbol: Nif3l1

Protein name: Adult male cerebellum cDNA, RIKEN full-length enriched library,
clone:1500035A02 product:Nggl interacting factor 3-like 1 (S. pombe), full insert sequence
Protein accession numbers: 1P100230615

Peptide sequence: GVGGVSVTSFPAR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.09 SEQUEST DChn score: 0.582

Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 617.3311

Actual minus calculated peptide mass (AMU): -0.004761
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B| Blons | Be2H BrHs | B-Hzo | ma | wions verH | vamHz | vHzo |J
1 58.0 G 1233.7 B17.3 121166 | 12157
2 1571 v 1176.6 88 8 1159.6 | 11586 12
R 5 G 1077.6 5393 10605 | 10596 |11
4 | 2EAn G 1020.6 5108 1003.5 | 10025 |10
5 | 3D Y 963.5 4823 | 9465 | 9455 |a
6 | DAGF2N | 2291 4392 s B864.5 4327 847 4 8465 |3
7 | 556N | ETaE 5383 v Iria 3892 f60.4 7594 (7
g | DB | P329i20 6394 T 678 4 3397 661.3 6604 |6
9 | Faads | ITLT 7264 s 57TT.3 h60.3 5593 (5
10 | 8915 | 446.2 8735 F 490.3 4733 4
11 | 98857 | 4494.8 9705 P 343.2 3262 3
12 | 1059050 | F530:30 1041.5 A 2462 2291 2
13| 1233.7 617.3 1216.6 | 1215.7 R 1751 1581 1
Gene symbol: Nipsnap3a
Protein name: Protein NipSnap3A
Protein accession numbers: 1P100132444
Peptide sequence: VHVLWWNESADSR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.92 SEQUEST DCn score: 0.675
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 799.8847
Actual minus calculated peptide mass (AMU): -0.009888
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B| Blons | Be2H | Bz | B-Hzo | am | vions veoH | vamnz | veHzo |J
1 1001 W 1598.8 7999 1581.7 | 15808
2| m23Fam | 1191 H 1499.7 7504 14827 | 1481.7 12
3 | 33627 | 168.6 v 1362 6 681.8 13456 | 13446 |11
4 | 4930 | 2252 L 1263.6 6323 1246.5 | 12456 |10
5 | PB354T | F3res2n v | 11a05 | A75 8 | 11335 | 11325 |9
6 | PB2SY | 411.2 L) 9644 4827 947 4 946.4 |3
7 | P93550 | 4683 9185 M 7783 B9y f61.3 f60.3 |7
g | [1D64%5 | 532.8 1047.5 | 1046.5 E 664.3 3327 647.3 646.3 |6
9 | 15106 | 576.3 11345 | 11335 s 535.3 518.2 517.2 |5
10 | 22260 611.8 1205 6 1204.6 A 4482 431.2 4302 |4
11 | 13376 | "BE93Y | 13206 | 13196 D arT.2 360.2 3592 (3
12 | (430 | 0F1280 | 14076 | 14067 s 2621 2451 2441 2
13| 1598.8 999 1581.7 | 1580.8 R 1751 1581 1




Gene symbol: Nit2

Protein name: Nit protein 2

Protein accession numbers: 1P100119945

Peptide sequence: GCQLLVYPGAFNLTTGPAHWELLQR
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.05 SEQUEST DCn score: 0.556
Fix modifications: C2: Carbamidomethyl (+57.02)

Variable modifications: None

Charge: 3 Observed m/z: 947.8248
Actual minus calculated peptide mass (AMU): 0.007813
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B| Blons | Be2H | Bz | B-Hzo | am | vions vazd | vans | vezo | ﬂ
1 58.0 G 28415 | 1412 2824 4 28234 |25
2 81 C+57 | 27844 | 13927 2767.4 27664 |24
3 3461 3291 [ 26244 | 1I2T 2607.4 26064 |23
4 | 4592 442 2 L 2496.3 | (12487 2479.3 247893 |22
s | S 5553 L 2383.3 11921 2366.2 23653 |
6 | DEF1ET 336.2 654.3 W 22702 | 11356 2253.2 22522 |20
7| Da3aa LS 874 Y Falra i | 10861 541 M531 |18
g | 9315 | 96602 914.4 P 2008.0 | 10045 1991.0 1990.0 |13
9 | 9885 494 8 971.5 G 1911.0 956.0 1894.0 1893.0 |17
10| [ID59:5 | 1530:3) | 10425 s | 1854.0 | 9275 | 18368 | 1836.0 |16
11 | 1206.6 603.8 1189.6 F 17829 892.0 17659 17649 |15
12 | 132060 660.8 1303.6 M 16359 8184 1618.8 16179 |14
13| 1433.7 f17.4 1416.7 L 1521.8 761.4 1504.8 1503.8 |13
14 | 1534.8 | F6ETF9 1517.8 | 1516.8 T 1408.7 f04.9 1391.7 1390.7 |12
15| 1635.8 | 78183 1618.8 1617.8 T 1307.7 654.4 1290.7 1289.7 (11
16 | 1692.8 846.9 16758 | 1674.8 G 1206.6 603.8 1189.6 1188.6 |10
17| 1789.9 || B955 17729 | 177119 P 1149.6 753 11326 11316 |5
18| 1860.9 | 79310 18439 | 18429 A 1052.6 526.8 1035.5 10345 | &5
19| 1998.0 | 79995 1981.0 | 1980.0 H 931.5 4913 964.5 9635 |7
20 21841 | 10925 | ME67.0 2166.1 w 8445 22T 8274 8265 |6
> 23131 | 1157 22961 22951 E 658.4 641.4 6404 |35
22| 2426.2 12136 2409.2 | 2408.2 L 529 4 23 4
23| 2539.3 12701 25223 | 2513 L 416.3 3992 3
24 | 26673 1334.2 26503 | 26493 o 303.2 286.2 2
25| 2841.5 14212 2824 4 28234 R 1751 1581 1

Gene symbol: Nme5

Protein name: Isoform 1 of Nucleoside diphosphate kinase homolog 5
Protein accession numbers: 1IP100336782

Peptide sequence: FMFPAVIIEPIPIGQAAK



Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.84 SEQUEST DChn score: 0.631
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 971.5443
Actual minus calculated peptide mass (AMU): -0.007202
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B| Bions | B | B3 | BHzo | sa | viens | wea | v | veezo | v
1| 148.1 F | 19421 | 0716 | 192561 | 19241 |18
2| 279 M | 17950 | 898.0 | 1778.0 | 1777.0 |17
3| 4262 F | 16640 | 8325 | 1647.0 | 1646.0 |16
4| 523.2 P |/1516.9 || 759.0 | 1499.9 | 1498.9 |15
5 | 1594130 A 14199 | 710.4 | 14028 | 14018 |14
5 | 16933 | 347.2 v | 1348.8 | 6749 | 1331.8 | 1330.8 |13
7 | NB06AY | 40370 | |1249.8 | 6254 | 12327 | 1231.7 |12
5 | 8185 | 460.3 | [ 11367 |1 5688 | 1119.6 | 1118.7 |11
3 | [104815] | 524.8 10305 | € | 10236 | 5123 | 1006.6 | 10056 |10
10| 11456 | 573.3 11276 | P | 8946 | 4478 | 8775 3
11| 2587 | 620.9 12407 | | |/ 797.6 | 399.3 | 7805 8
12| 1855.7 | 678.4 1337.7 | P | 6844 | 3427 | 667.4 7
13| [1468:81 | 734.9 14508 | 1 | 587.4 | 2942 | 5703 6
14| 1525.9 | (76340 1507.8 | G | 4743 4572 5
15| 1653:9 | 827.5 | 16369 | 16350 | o | #17.3 400.2 4
16| 1725.0 | 18630 | 1707.0 | 17060 | A | 7897 7722 3
17 | FIF96I00 | WB9855Y | 1779.0 | 1778.0 A NB2 2011 2
18| 18421 | 0716 | 192561 | 19241 | Kk | 1471 130.1 1

Gene symbol: Nphpl

Protein name: Osteoclast-like cell cDNA, RIKEN full-length enriched library, clone:1420025P16
product:nephronophthisis 1

Protein accession numbers: IPI00753158

Peptide sequence: ASYFLQPELTTSQLAFR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.13 SEQUEST DCn score: 0.645
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 986.5118
Actual minus calculated peptide mass (AMU): -0.0021955
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B| Bions | Ben | Bnms | BHzo | aa | vins | wea | v | veeo | v

1| 72.0 A | 19720 | 9865 | 19550 | 19540 |17

2| 1591 1411 5 1901.0 951.0 1884.0 | 1833.0 |16

3 3221 304 b 1814.0 907 5 1796.9 | 17959 |15

4 | Ae920 451.2 F 1650.9 826.0 1633.9 | 1632.9 |14

5 | I582I3T 564.3 L 1503.8 7524 1486.8 | 14858 |13

6 | W71041 | 3557 | 693.3 | 6923 | o | 1390.7 | 6958 | 1373.7 | 13727 |12

7| BO7.4 404.2 7904 789.4 P 1262.7 631.8 12457 | 12447 |1

g | W93635Y | 468.7 9194 9184 E 1165.6 583.3 11486 | 11476 |10

9 | F104915 | 525.3 1032.5 | 1031.5 L 1036.6 518.8 1019.6 | 1018.6 |3

10 | 1150067 | 575.8 11335 | 11326 T 9235 4623 906.5 9055 |8

11| 12516 | W626:30 | 12346 | 12336 | T | 8225 | 4117 | 8054 | 8044 |7

12 | 133807 | WBE958Y | 13116 | 13207 s 7214 361.2 f04.4 f034 |6

13 | 46657 | 7339 1449.7 | 14487 o 634 4 617.3 5

14 | 1579587 | 904 1562.8 | 1561.8 L 5063 489.3 4

15 | FIGS0C8) | WB25197 | 16338 | 16328 A 393.2 3762 3

16 | A797.9) | 8995 | 17808 | 17798 | F | 3222 305.2 2

17 | 1972.0 986.5 1955.0 | 1954.0 R 1751 1581 1

Gene symbol: Ngo2
Protein name: Ribosyldihydronicotinamide dehydrogenase
Protein accession numbers: 1P100266614,I1P100268553
Peptide sequence: GFAFDIPGFYDSGFLK
Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.67

Fix modifications: None
Variable modifications: None
Charge: 2

SEQUEST DChn score: 0.377

Observed m/z: 890.9333
Actual minus calculated peptide mass (AMU): 0.0001221
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B| Blons | Be2H BiHs | B-Hzo | s | vions | ween | vans | viheo |J
1 58.0 G 1780.9 8909 1763.8 | 17629
2 2051 F 17238 862 4 1706.8 | 17058 |15
3 | E2EEEN A 1576.8 FiitiR!) 1559.7 | 15588 |14
4 | 2328 F 15057 7534 1488.7 | 14877 [13
5 | 538 5202 D 1358.7 6798 13416 | 13407 |12
£ | WES137 326.2 6333 | 12436 6223 12266 | 12256 (11
7 7484 | P3FAF 304 P 1130.5 h65.8 11135 | 11125 |10
g | D805 | TA03:2 fBT 4 G 1033.5 M7.3 1016.5 | 10155 | 39
9 | PA525T | TATEITY 9345 F 9765 1887 959 .5 9585 |8
10 | FI1SS h5h8.3 1097.5 Y 8294 1152 8124 8114 |7
11| 12305 | D6158Y 12125 D BG6_ 4 3337 6493 648.3 |6
12 | 3176 | 6593 1299.6 s 551.3 h34.3 5333 |3
13| 13746 6GBT.8 1356.6 G A64.3 447 3 4
14 | 15H.7 | IF613 1503.7 F 407.3 3902 3
15 | G348 | W81790 1616.7 L 2602 2432 2
16| 17809 890.9 1763.8 | 17629 K 1471 1301 1
Gene symbol: Nt5c
Protein name: 5'(3")-deoxyribonucleotidase, cytosolic type
Protein accession numbers: 1P100124639,I1P100648626
Peptide sequence: WVEQNLGPEFVER
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.41 SEQUEST DCn score: 0.488
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 801.9009
Actual minus calculated peptide mass (AMU): 0.002441
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B| Blons | Be2H BrHs | B-Hzo | ma | wions vaoH | owans | wemzo |J
1 vy 1602.8 801.9 1585.8 1584.8

2 v 1416.7 7089 1399.7 13498.7 12
3 3a9r7.2 E 1317.6 659.3 1300.6 12996 11
4 726.2 7253 o 1188.6 94 8 1171.6 11706 |10
5 | WB5TEY 640.3 | 6393 | W | 10605 | 530.8 | 10435 | 10425 |9
6 | DFF0ET 3857 7534 524 L 946.5 473.8 929.5 9285 |5
TDBETE | A4 8104 809 4 G 8334 7.2 8164 8154 |7
B | MO245 | 4627 907.4 906.5 P 7764 388.7 7594 7ag4 |6
9 | 05350 "27.3 10365 | 1035.5 E 679.3 B62.3 661.3 |3
10 | [1200:6: | 600.8 | 11835 | 11826 | F | 550.3 533.3 | 5323 |4
11 | F12996° | TES03 12826 | 1281.6 W 403.2 386.2 3852 |3
12 | (142808 | 08148 | 14117 | 14107 E 3042 2871 286.2 |2
13| 1602.8 801.9 15858 | 1584.8 R 1751 1581 1

Gene symbol: Nudcd3

Protein name: Isoform 1 of NudC domain-containing protein 3
Protein accession numbers: 1P100268927

Peptide sequence: SMATVDEEEQAVLDR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.96 SEQUEST DCn score: 0.495
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 846.8991
Actual minus calculated peptide mass (AMU): 0.01526
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Relative Intensity

B Be2H | BwHs | BH2o | s | wiens | ween | vns | viHzo |J
1 700 | 5 | 1692.8 | 846.9 | 16758 | 1674.8

2 2014 | | 16057 [Fs0san| 15887 [ 15877 [1s
3 2721 | A | A4747 || 7379 | 1457.7 | 1456.7 |13
4 3732 | T | 14037 | 7023 | 1386.6 | 1385.7 12
5 4722 | v | 13026 | 651.8 | 1285.6 | 12846 |11
6 303.1 587.3 | D | 12035 | 6023 | 1186.5 | 11855 |10
7 367.7 7163 | E | 10885 | 5448 | 1071.5 | 10705 |9
8 4322 8453 | E | 959.5 | 480.2 | 0425 | 9415 |&a
3 496.7 9744 | E | 830.4 | 4157 | €134 | 8124 |7
10| 12061 | 560.7 | 1103.4 | 11024 | ¢ | 701.4 | 351.2 | 684.4 | 683.4 |6
11| 1916 | 1696:31 | 11745 | 11735 | A | 5733 5563 | 555.3 |5
12| [1290:5 | 6458 | 12735 | 12725 | v | 5023 4853 | 4843 |4
13| 4036 | (702:3) | 1386.6 | 13856 | L | 4032 386.2 | 3852 |3
14| AS18.7 | (759:81 | 1501.6 | 1500.7 | D | 290.2 2731 | 2721 |2
15 1692.8 | 846.9 | 16758 | 16748 | R | 175.1 158.1 1




Gene symbol: Nup107

Protein name: Nuclear pore complex protein Nup107

Protein accession numbers: 1P100221767

Peptide sequence: VLIQANQEDNFGTATPR

Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.38
Fix modifications: None
Variable modifications: None

SEQUEST DCn score: 0.545

Charge: 2 Observed m/z: 937.4716
Actual minus calculated peptide mass (AMU): -0.0056153
100% ALT-NE3e2H :
= VoL A N O——E—t+0 N ——F—E 2 A {21 Ppregh Eor 3 gpm
2 R t—p —+—T—+A~+—T7—t6 +—F——N———D——E——0—N—"F+A+—0Q——1——L—v
£
] alT-NH3+2H+1
z
° b
e y2_y3 ya bs voe V7 VEE vo, i yPlbygayisBliies
0 250 500 750 1000 1250 1500 1750
miz
B| Blons | Ben | Bnms | BHzo | sa | vins | wead | v | veeo | v
1| 1001 v | 18738 | 9375 | 1856.9 | 18559 17
2 132 L 177493 88793 17579 | 17569 |16
K] 326.2 | 1661.8 831 4 16448 | 16438 |15
4 454 3 4373 Q 15487 749 1531.7 | 1530.7 |14
5 | IEESIEN 5083 A 14207 108 1403.6 | 14026 |13
6 | 6394 | 3202 | 6224 N | 13496 | 6753 | 13326 | 13316 |12
7| OFETEN | 384.2 ¥h0.4 G 12356 6183 12185 | 11176 N
g |[BO6ESY | 4488 8705 87845 E 11075 56543 10905 | 1089.5 |10
9 |HMO0OTIS | 506.3 994 .5 993.5 D 978.5 489.7 961.4 9605 |9
10 | (12505 | 563.3 11085 | 1107.5 L 8634 4322 8464 8454 |=
11 | A2¥206) | P636:8Y | 12556 | 12546 | F 7494 | 3752 | 7324 | 7314 |7
12 | FI32906] | WBE513Y | 13126 | 1311.6 G 602 3 J01.7 5853 5843 |6
13| 14307 | IF159 14137 | 14127 T h45.3 5283 h27.3 |5
14 | ST | F51.4 14847 | 14837 A 444 3 427 2 426.3 |4
15 | G028 801.9 15858 | 15848 T 3r3z 3562 35562 |3
16| 1699.8 | '850:4" | 16828 | 16818 | P 2722 2552 2
17| 18739 937.5 18569 | 18559 R 1751 1581 1

Gene symbol: Nup133

Protein name: Nuclear pore complex protein Nup133

Protein accession numbers: 1P100320303

Peptide sequence: ENVSLLAEDLEESLTSSVGGR

Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 4.11

Fix modifications: None

Variable modifications: None

SEQUEST DCn score: 0.576



Charge: 2

Observed m/z: 1103.0464

Actual minus calculated peptide mass (AMU): -0.003662
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B| EBlone Beod | Bwns | BHzo | ma | vions | ween | vans | viheo |J
1 1301 112.0 E 22051 1103.0 | 11881 871
2 2441 2271 2261 M 20761 1038.5 2059.0 2058.0 |20
3 3432 3261 3252 v 1962.0 981.5 19450 | 1944.0 |19
4 430.2 4132 22 s 18629 9320 18459 | 18449 |13
5 h43.3 526.3 h25.3 L 17759 888.5 17589 | 17579 |17
6 | UBSEEY | 328.7 639.3 638 4 L 1662.8 831.9 16458 | 16448 |15
7 7274 364.2 7104 7094 A 1549.7 i7ad 15327 183.7 |15
g | 8564 | 4287 839.4 838 4 E 1478.7 399 1461.7 | 1460.7 |14
9 | 8F15" | 486.2 954 4 9535 D 1349.7 B75.3 13326 | 13316 |13
10 | FI0B845 | 542.8 1067.5 | 1066.5 L 1234.6 B17.8 12176 | 12166 |12
11 | 21360 | 607.3 11966 | 11956 E 111.5 561.3 11045 | 11035 |1
12 | 134260 6G71.8 13256 13246 E 992 5 A96.8 975.5 974.5 (10
13 | 4297 | F15.3 14126 | 1411.7 s B63.5 4322 846.4 84545 (9
14 | 5428 ¥71.9 1525.7 | 1524.7 L 764 88T 759.4 7584 (3
15| 1643.8 8224 16268 | 16258 T 663.3 332.2 646.3 6453 |7
16 | AAF308° | 9659 17138 | 17128 s 5623 281.7 h45.3 5443 |6
17 | 8179 9094 1800.8 1799.9 s 4753 458.2 4573 |5
13 | 191619 959.0 18999 | 1898.9 W 3882 3r1.2 4
19| 1974.0 987.5 19569 | 19559 G 2892 721 3
20( 201.0 | 11600 | 2014.0 | 2013.0 G 2321 2151 z
™| 22051 1103.0 | 11881 871 R 1751 1581 1

Gene symbol: Nup153

Protein name: Nucleoporin 153

Protein accession numbers: IP100330624

Peptide sequence: IPSAVSSPLNSPLDR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.1 SEQUEST DCn score: 0.695
Fix modifications: None

Variable modifications: None

Charge: 2

Observed m/z: 776.919

Actual minus calculated peptide mass (AMU): -0.003418
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B| Blons | Be2H | Bz | B-H2o | am | vions | vezn | v | vz |J
1] 1141 1 1552.8 | 776.9 | 15358 | 15348
2] 111 P 14398 | 72004 | | 14227 | 1417 14
3| 2982 280.2 s 13427 | 6719 | 13257 | 13247 |13
4 | 36920 351.2 A 1255.7 | 6283 | 12386 | 1237.7 |12
5 | 4683 4503 v 11846 | 5928 | 11676 | 11666 |11
6 | EESEEN | 2782 537.3 s 10856 | 5433 | 10685 | 1067.5 |10
7 | 6AZAT | 3.7 624.3 5 998.5 499 8 981.5 9805 |9
5 | IF380 | ESFoE M4 P 911.5 456.3 8945 8935 |5
9 | I852:57 | Fa26e080 834.5 L 8144 | 4077 797.4 f96.4 |7
10 | P9665Y | 483.8 949.5 948.5 I 014 | 3512 684 3 6834 |6
11 | (D536 | 527.3 | 1036.5 | 1035.5 s 5873 570.3 569.3 |5
12 | FITS006T | WSFSEN | 11336 | 11326 P 5003 483.3 482.3 |4
13| 26307 | D632:40 | 1246.7 | 12457 | L 403.2 386.2 | 3852 |3
14 | FI3F8F) | V68990 | 1361.7 | 13607 D 2902 2731 2721 |2
15| 15528 | Ff6.9 | 15358 | 1534.8 R 1751 158.1 1

Gene symbol: Nup188

Protein name: Nucleoporin 188

Protein accession numbers: 1P100420602

Peptide sequence: IPQGTVGQVMLDDR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.62 SEQUEST DCn score: 0.468
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 764.8905
Actual minus calculated peptide mass (AMU): -0.00647
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B| Bions | Be2d | Brms | BH2o | s | viens | vead | v | vio v
1 1 15288 76493 1511.8 | 15108 |14
2 P 14157 7084 13987 | 1397.7 |13
3 3222 @ |/13186 | 6592 | 13016 | 13006 |12
4 379z G 11906 5958 11736 | 11726 N
5 4803 4793 T 11336 5673 11165 | 11155 |10
B 5793 578 3 W 10325 5168 10155 | 10145 |39
7 6363 6354 G 9335 467 2 964 M54 |=
g 7644 f63.4 Q 876.4 4387 8594 8584 |7
9 863.5 862 5 W 7484 IFaT 1.3 f3n 4 |&
10 | | 994 .5 092 5 ) 6493 6323 631.3 |s
11 11076 | 1106.6 L 518.3 501.2 5003 |4
12 | 2390670 | DE20030 | 12226 | 12M.6 D 4052 3882 3872 |3
13 | 35450 | UGTTI8Y | 13376 | 1336.7 (] 2902 2731 2¥21 |2
14| 1528.8 f64.9 1511.8 | 15108 R 1751 1581 1
Gene symbol: Nup214
Protein name: nucleoporin 214
Protein accession numbers: 1P100229722
Peptide sequence: LNQLVDSLQQLR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.43 SEQUEST DCn score: 0.487
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 713.9052
Actual minus calculated peptide mass (AMU): 0.0006104
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Relative Intensity

B B2 | BnH3 | Bhzo | oas | vins | oveen | ovewms | vemzo | v
1 L | 14268 | 713.9 | 1400.8 | 1408.8 |12
2 2111 N | 13137 | 657.4 | 1296.7 | 12957 |11
3 339.2 @ |1199.7 | 6003 | 11827 | 1181.7 |10
4 452.3 L |1071.6 | 536.3 | 1054.6 | 1053.6 |9
5 561.3 v |19586 | 4798 | 9415 | 0405 |o
6 3422 | 6664 | 6654 | D | (8595 | 430.2 | 8424 | 8415 |7
7 885N | 7534 | 7524 | S | #4440 | 3727 | 7274 | 7264 |6
8 4423 | 8665 | 8655 | L || B57.4 640.4 5
3 506.3 | 9945 | 9935 | G | 5443 527.3 4
10 U503 | 11226 | 1126 (& 63 39492 3
1 626.9 | 12367 | 12347 | L | 2882 771.2 2
12 7139 | 14008 | 14088 | R | 1751 158.1 1




Gene symbol: Nup35

Protein name: Nucleoporin NUP53

Protein accession numbers: 1P100469331

Peptide sequence: SIYDDISSPGLGSTPLTSR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 4.11 SEQUEST DCn score: 0.627
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 983.4894
Actual minus calculated peptide mass (AMU): -0.006226
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B| Blons | B+2H | s | B-Hzo | Aa | vions | vz | ves | venzo |J
1 88.0 70.0 s 1966.0 98315 1949.0 | 1948.0
2| 2011 1831 1 1879.0 940.0 1861.9 | 18609 18
3 | 36420 346.2 by 1765.9 883.4 17488 | 17479 17
4 | parezn 4612 | D | 16028 | 8019 | 15858 | 15848 |16
5 | S0 576.2 D 1487.8 444 14707 | 1469.8 |15
6 | IFOF3Y | 3542 6893 1 1372.7 686.9 1355.7 | 1354.7 |14
7| F9REE | 3977 fre.4 5 1259.7 630.3 12426 | 12417 |13
g | EETHEE | 4412 863 4 s 1172.6 586.8 11556 | 1154.6 |12
3| 0784 | 4897 9604 | P | 10856 | 5433 | 10686 | 10676 |11
10 | 1035550 | 518.2 1017.5 G 988.5 4948 971.5 9705 (10
11 | 148551 | "57 48 11305 L 931.5 466.3 914.5 9135 |3
12| 1205.6 603.3 1187.6 G 818.4 409.7 801.4 800.4 |=&
13 | (1292767 | G46.8 1274.6 s T61.4 381.2 7444 434 |7
14| 139371 | 6973 13756 | T | 6744 | 3377 | 6574 | 6564 |6
15| 1490.7 4519 14727 P 5733 556.3 5553 |5
16 | FIG0318" | D02 1585.8 L 476.3 4593 4583 |4
17 | FIFDEIST | TE5219 1686.8 T 363.2 346.2 3452 |3
15 | FIF91290 | TB96Y 1773.9 s 2621 2451 2441 |2
15| 1966.0 | 9835 | 19490 | 19480 | R | 1751 1581 1

Gene symbol: Nup98

Protein name: Nup98 protein (Fragment)

Protein accession numbers: 1PI100474558

Peptide sequence: LPMPEDYALEELR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.8 SEQUEST DCn score: 0.585
Fix modifications: None



Variable modifications: None

Charge: 2

Observed m/z: 788.3881
Actual minus calculated peptide mass (AMU): -0.004761
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B| EBlone B+2H BrHs | B-Hzo | sa | vions | ween | vans | veo | ﬂ
1 1141 L 1575.8 f88.4 1558.8 15578 |13
2 11 P 14627 f31.9 14457 14447 |12
R T 1] 1365.6 683.3 1348.6 13476 (11
4 4392 P 12346 B17.8 1217.6 1216.6 |10
s | SE83 5503 E 1137.5 5693 1120.5 11195 |39
6 | DGE33T 3422 B65.3 D 1008.5 h04.8 991.5 9905 |3
7| D8dEaT 4237 828 4 Y 8935 A47 2 876.5 87545 |7
g m’%ﬁﬁ?ﬂ 4592 899.4 A 7304 365.7 f13.4 124 |6
q 5158 10125 L 6594 B42.4 641.4 |5
10 "ﬂ’l-‘ﬁg.ﬁ. 580.3 1141.5 E 546.3 5293 5283 |4
11 | 128860 | 6448 1270.6 E 4173 400.2 3992 (3
12| 14M.7 | 0F¥0130 1383.7 L 2882 2712 2
13| 1575.8 ¥88.4 1558 8 | 1557.8 R 1751 1581 1

Gene symbol: Odfl
Protein name: Outer dense fiber protein
Protein accession numbers: 1P100230559
Peptide sequence: SCGLCDLYYPCCLCDYK
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.43
C2: Carbamidomethyl (+57.02), C5: Carbamidomethyl (+57.02), C11:
Carbamidomethyl (+57.02), C12: Carbamidomethyl (+57.02), C14: Carbamidomethyl (+57.02)
Variable modifications: None

Fix modifications:

SEQUEST DChn score: 0.832

Charge: 2 Observed m/z: 1123.9464
Actual minus calculated peptide mass (AMU): 0.01587
100% —
= SHCHT 46 L —ee8T D —L——Y——Y—P+C+574cesr  + LB 2 Pt Frer.7.1 gm
e Kt o —+c+s7  HL—HCH+ETHC+5T+HP—+—Y—1—Y——L——D —Fc+57 LG FCes7  +5
z BY  ai7-H2o-H2043Hg,
E ||ﬂf4|f3 &M
© y10
=z
= " A
[7]
o b b13 4 b15
0% ke o L LK |"] i ?1 d .
0 500 1000 1500 2000




B| Blons | B+2H | s | B-Hzo | Aa | viens | vz | ves | venzo |J
1 880 700 s 22469 | 11239 | 22298 | 22289
2| 2481 2301 [C+57 | M598 | 10808 | M428 | 1418 15
3| 3051 2871 G 194998 | 10004 | 19828 | 1981.8 |15
4 | IH82 4002 | L | 19428 | 9719 | 19258 | 19248 |14
5| G782 602 | C+57 | 18297 9154 18127 | 1811.7 |13
B | WB93320 | 3471 675.2 D 1669.7 | 8353 | 16526 | 16517 |12
7 | D806I3T | TR035TN 7883 L 1554.6 FEER: 15376 | 15366 |11
& | MO69HT | 4852 951 4 ¥ 1441 6 7213 14245 | 14235 |10
9 1324 | 566.7 1114.4 b 12785 639.8 1261.5 | 12605 |9
10 | (2295 | 6153 12115 P 11154 5682 10984 | 10974 |5
11 | (13895 | 6953 1371.5 |C+57 (10184 | 509.7 | 1001.4 | 10004 |7
12 | FIS4906] | OFF530 15315 |C+57 || B58. 4 297 8413 8403 |5
13 | 166267 | 831.8 1644 6 L 6983 681.3 6803 |5
14 | IB2207 | M91180 1804.7 | C+57 || 5852 5682 5672 |4
15 | 93750 | 969.4 1919.7 D 4352 408.2 072 |3
16| 21008 | 1050:9) 20828 | ¥ 3102 293.2 2
17| 22469 | 11239 | 22298 | 22289 K 1471 1301 1
Gene symbol: Oplah
Protein name: 5-oxoprolinase
Protein accession numbers: 1P100169473
Peptide sequence: SQISTESFLHLR
Exclusive (unique to this protein): TRUE
SEQUEST XCorr score: 3.04 SEQUEST DChn score: 0.46
Fix modifications: None
Variable modifications: None
Charge: 2 Observed m/z: 709.3738
Actual minus calculated peptide mass (AMU): -0.00415
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B| Blns | B+2H | Bz | B-Hzo | Aa | viens | ve2H | ves | ven2o |J
1] 88.0 700 | s | 1417.7 | 709.4 | 1400.7 | 13997

2 | fea1 | 1981 | o [ 13307 [H6659u| 13137 [ 13127 11
3 | 1329:2 22 | 312 | 1| | 42027 | 601.8 | 11856 | 11846 |10
4 | 462 399.7 | 3962 | s | 10896 | 5453 | 10725 | 1071.6 |9
5 | ISI730 500.2 | 499.3 | T | 10025 | 501.8 | 9855 | 9845 &
6 | 164631 | 3237 | 6293 | 6283 | E | 8015 | 4513 | 8845 | 8835 7
7 |W¥3881| 3672 | 7163 | 7153 | S | 7725 | 3867 | 7554 | 7544 ¢
5 18804 | 440.7 | 8634 | 8624 | F | 6854 | 3432 | 6684 5
3 9935 | (49731 | 9765 | 9755 | L | 5384 | 269.7 | 521.3 4
10| [1130.6 | (6658 | 11135 | 11125 | H | 4253 | 2131 | 408.2 3
11| [1243:6) | 1622:3) | 12266 | 12256 | L | 2882 771.2 2
12| 1417.7 | 708.4 | 1400.7 | 13997 | R | 1751 158.1 1




Gene symbol: Osbplla

Protein name: Isoform 1 of Oxysterol-binding protein-related protein 1
Protein accession numbers: 1P100469318

Peptide sequence: TGKPFNPLLGETYELVR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 3.8 SEQUEST DCn score: 0.549

Fix modifications: None

Variable modifications: None

Charge: 3 Observed m/z: 645.3509

Actual minus calculated peptide mass (AMU): -0.0019551
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B| Blons | Ben | Bnms | BHzo | sa | viens | vea | v | vezo | v
1 1021 g4.0 T 19340 967.5 1917.0 | 1916.0 (17
2| 1591 1411 G 1833.0 917.0 1816.0 | 1815.0 |16
I TR 1441 2701 2692 K 1776.0 888.5 1758.9 | 1758.0 |15
4 | 384.2 192.6 367.2 366.2 P 1647.9 824.4 1630.9 | 1629.9 |14
S | G330 | 2661 5143 513.3 F 1550.8 fr59 1533.8 | 15328 |13
g 6453 3232 6283 627 3 M 1403.8 7024 1386.7 | 1385.7 (12
7 | IFA2EN | P3N ¥25.4 244 P 1289.7 6454 12727 | 12117 11
& | UB55I5Y | TaA2802 8385 837.5 L 1192.7 596.8 11756 | 11747 |10
9 | P968I6Y | T4848 951.5 950.6 L 1079.6 540.3 1062.5 | 1061.6 |3
10 | FID2506° | "513:37 | 1008.6 | 1007.6 G 966.5 483 8 949.5 9485 |8
11| 1154.6 | 75778 11376 | 1136.6 E 909.5 4552 892 4 8915 |7
12| 12557 | 62837 | 12386 | 12377 T 7804 3907 763.4 624 |6
13| 1418.7 f09.9 1401.7 | 1400.7 b 6794 G624 B61.4 |5
14 | 1547.8 | FF4HN | 15308 | 15298 E 5163 4993 4983 |4
15| 16609 | 7830097 | 1643.8 | 16429 L 3873 3703 3
16 [ 17599 | 78805 17429 | 17419 v 2742 2572 2
17 | 1934.0 967.5 1917.0 | 1916.0 R 1751 1581 1

Gene symbol: Osbpl8

Protein name: oxysterol-binding protein-like protein 8 isoform b
Protein accession numbers: 1P100461212,1P100461290

Peptide sequence: VVLPTFILEPR

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.68 SEQUEST DCn score: 0.694
Fix modifications: None

Variable modifications: None



Charge: 2 Observed m/z: 642.3909
Actual minus calculated peptide mass (AMU): 0.001099
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B| Blons | Be2H BrHs | B-Hzo | ma | wions vaoH | owans | wemzo |J
1 1001 v 1283.8 642 4 1266.8 1265.8
2 | IEEO0Em W 1184.7 929 1167.7 1166.7 1 EI
3 | R L 1085.6 h43.3 1068.6 1067.6 | 9
4 | T409:37 P 9726 486.8 955.5 9545 |5
5 | 5103 4923 T 8755 438.3 858.5 gara |7
f Ba7r.4 329.2 639.4 F Ird.a I87.7 far.4 fa6.4 |6
7 | DS | E3ES5iTN 52.5 | 6274 610.4 G094 |5
& | 8836 | 4423 8656 | L | 5143 497.3 | 4963 |4
9 | 0126 H06.8 994 6 E 401.2 3842 3832 |3
10| 1109.7 555.3 1091.7 P 2722 2552 2
11| 1283.8 642.4 1266.8 | 1265.8 R 1751 1581 1

Gene symbol: Otud4

Protein name: HIV-1 induced protein HIN-1

Protein accession numbers: 1P100137459

Peptide sequence: ESYYFGLSPEER

Exclusive (unique to this protein): TRUE

SEQUEST XCorr score: 2.93 SEQUEST DCn score: 0.373
Fix modifications: None

Variable modifications: None

Charge: 2 Observed m/z: 738.8369
Actual minus calculated peptide mass (AMU): 0.001343
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B| Blons | Ben | Bnms | BHzo | sa | vins | weaH | v | veeo | v
1 1120 | E | 1476.7 | 738.8 | 1450.6 | 1458.7 |12
2 1991 | s | 13476 | 674.3 | 1330.6 | 1329.6 |11
3 3621 | v | 12606 | 630.8 | 1243.6 | 12426 |10
4 5252 | v | 1097.5 | 549.3 | 1080.5 | 1079.5 |9
5 6723 | F | 9345 | 4677 | 917.4 | 8165 |5
6 7203 | G | 787.4 | 3042 | 7704 | 7694 |7
7 8424 | L | 7304 | 3657 | 7134 | 7124 |6
8 9204 | 5 | 6173 6003 | 5993 |5
3 10265 | P | 530.3 513.2 | 5123 |4
10 11565 | E |1 4332 #2162 | 4152 |3
11 | F302: ] 12845 | E | 3042 7871 | 2862 |2
12| 1476.7 | 738.8 | 14506 | 14587 | R | 1751 158.1 1
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