Peptide Summary Report (D:\JPROS\LO15\f 3micro.wiff (sample number 1)) 19 R—Y

NGRS Mascot Search Results

User : JPROS

Emai | : pro@bios.co.jp

Search title : D:\JPROS\ LO15\f _3micro.wiff (sanple nunber 1)

Ms data file : mas8BB. tnp

Dat abase : NCBI prot 20180429 (152462470 sequences; 55858910152 resi dues)
Taxonony : Honpo sapiens (human) (327411 sequences)

Ti mest anp : 13 Feb 2019 at 09:41:55 GMI

Protein hits : AAGA1947.1 keratin 1 [Honp sapiens]

NP_149073.1 SAP donai n-contai ni ng ri bonucl eoprotein [Honp sapi ens]

NP_005773.3 THO conpl ex subunit 4 [Honp sapi ens]

NP_000412.3 keratin, type | cytoskeletal 10 [Honp sapi ens]

NP_000414.2 keratin, type |l cytoskeletal 2 epidernal [Honmp sapiens]

BAB14489.1 unnaned protein product [Honp sapiens]

NP_000217.2 keratin, type | cytoskeletal 9 [Honmp sapiens]

NP_055285.1 rho-rel ated GTP-binding protein Rho6 precursor [Honmp sapiens]

NP_000996. 2 40S ribosomal protein S3 isoform 1 [Honp sapi ens]

@81 752.2 RecNane: Full =Chondroitin sulfate synthase 2; AltNane: Full=Chondroitin glucuronyltransferase 2; Al tNane:

Mascot Score Histogram

Tons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 39 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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1. AAA1947. 1 Mass: 66027 Score: 379 Mat ches: 16(10) Sequences: 16(10) enPAl: 0.72

keratin 1 [Honmo sapi ens]
[ Check to include this hit in error tolerant search

Query (Observed M (expt) M (cal c) Delta Mss Score Expect Rank Uni que Peptide

255 487.2480 972. 4814 972.5240 -0.0426 0 48 0.011 1 K. 1 El SELNR. V
M 265 517.2310 1032.4474 1032.5087 -0.0613 0 47 0.014 1 U R TLLEGEESR M
282 533.2460 1064.4775 1064.5138 -0.0363 0 11 54 3 U K. AQYEDI AQK. S
M 297 563.2451 1124.4756 1124.5349 -0.0593 0 35 0.19 1 U K. AEAESLY(QSK. Y
M 308 590.2715 1178.5284 1178.5931 -0.0648 0 66 0.00016 1 V) K. YEELQ TAGR H
M 346 633.2893 1264.5640 1264.6299 -0.0659 0 64 0.00021 1 U R. TNAENEFVTI K. K
M 374 650.7356 1299.4567 1299.5224 -0.0656 0 34 0.14 1 U K. NMQDWEDYR. N
M 375 651.8273 1301.6401 1301.7078 -0.0677 0 82 3.6e-06 1 U R SLDLDSI | AEVK. A
M 392 447.5407 1339.6002 1339.6619 -0.0617 1 18 9.3 1 U K. SKAEAESLYQSK. Y
M 394 679.3175 1356.6205 1356.6885 -0.0679 0 91 4.6e-07 1 V) K. LNDLEDALQQAK. E
M 398 692.3059 1382.5972 1382.6830 -0.0858 0 82 3.3e-06 1 U K. SLNNQFASFI DK. V
M 401 465.2366 1392.6879 1392.7249 -0.0370 1 37 0.14 1 U R. TNAENEFVTI KK. D
M 412 738.3346 1474.6547 1474.7416 -0.0869 0 46 0.014 1 U K VELLQQVDTSTR. T
M 413 738.3529 1474.6912 1474.7780 -0.0868 0 69 8.8e-05 1 R FLEQONQVLQTK. W
M 438 829.3301 1656.6457 1656.7856 -0.1399 0 21 2.9 1 U R SGGGFSSGSAG | NYQR. R
M 491 665.2982 1992.8727 1992.9693 -0.0967 0 53 0. 002 1 U R THNLEPYFESFI NNLR. R

Proteins matching the sane set of peptides:

NP_006112. 3 Mass: 65999 Score: 379 Mat ches: 16(10) Sequences: 16(10)
keratin, type Il cytoskeletal 1 [Honp sapiens]

AFA52002. 1 Mass: 66013 Score: 379 Mat ches: 16(10) Sequences: 16(10)
keratin 1 [Honmp sapi ens]

AFA52003. 1 Mass: 66029 Score: 379 Mat ches: 16(10) Sequences: 16(10)
keratin 1 [Honmo sapi ens]

AFA52004. 1 Mass: 65930 Score: 379 Mat ches: 16(10) Sequences: 16(10)
keratin 1 [Hono sapi ens]

AFA52005. 1 Mass: 66086 Score: 379 Mat ches: 16(10) Sequences: 16(10)
keratin 1 [Hono sapi ens]

AFA52007. 1 Mass: 66071 Score: 379 Mat ches: 16(10) Sequences: 16(10)
keratin 1 [Honmp sapi ens]
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2. NP_149073. 1 Mass: 23656 Score: 254 Matches: 16(7) Sequences: 8(6) enPAl: 1.42
SAP domai n- cont ai ni ng ri bonucl eoprotein [Hono sapi ens]
[] Check to include this hit in error tolerant search
Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Uni que Peptide
M 238 468.2388 934. 4631 934.5124 -0.0493 0 48 0.011 1 U R FGQ SSVPTK. G
239 468.2498 934. 4850 934.5124 -0.0274 0 (41) 0. 061 1 U R FG SSVPTK. G
M 289 540.2571 1078.4996 1078.5771 -0.0775 0 57 0.0014 1 U R FGLNVSSI SR K
291 540.2788 1078.5431 1078.5771 -0.0340 O (6) 1.9e+02 2 U R FGLNVSSI SR K
295 560.2768 1118.5391 1118.5972 -0.0581 0 58 0. 0012 1 U R FNVPVSLESK. K
M 296 560.2859 1118.5573 1118.5972 -0.0399 0 (11) 63 1 U R FNVPVSLESK. K
M 303 587.2647 1172.5149 1172.6037 -0.0888 0 (17) 15 1 U K. | TSEI PQTER. M
M 304 587.2778 1172.5411 1172.6037 -0.0626 0 42 0. 049 1 U K. | TSElI PQTER. M
Vi) 305 587.2794 1172.5442 1172.6037 -0.0595 0 (30) 0.79 1 U K. | TSEI PQTER. M
306 587.2852 1172.5558 1172.6037 -0.0479 0 (16) 21 1 U K. | TSEl PQTER. M
M 307 587.2867 1172.5588 1172.6037 -0.0449 0 (38) 0.12 1 U K. | TSEI PQTER. M
M 383 444.2247 1329.6522 1329.7074 -0.0553 1 41 0. 057 1 U K. LAELKQECLAR. G + Car bami donet hyl (C)
M 417 511.8731 1532.5975 1532.7504 -0.1530 0 (21) 3.3 1 U K. GLSSDNKPWNLDK. L + Oxi dation (M
M 418 511.9073 1532.7001 1532.7504 -0.0504 0 32 0. 42 1 U K. GLSSDNKPMWNLDK. L + Oxi dation (M
475 936.3922 1870.7699 1870.8796 -0.1097 0 104 1.7e-08 1 U R FG VTSSAGTGITEDTEAK. K
M 493 667.3034 1998.8884 1998.9746 -0.0862 1 58 0.00065 1 u R FG VTSSAGTGTTEDTEAKK. R
Proteins matching the same set of peptides:
EAWD6835. 1 Mass: 51750 Score: 254 Mat ches: 16(7) Sequences: 8(6)
hCG2016179, isoform CRA ¢ [Honp sapi ens]
EAV®6839. 1 Mass: 99837 Score: 254 Mat ches: 16(7) Sequences: 8(6)
hCG2016179, isoform CRA f [Honp sapi ens]
3. NP_005773. 3 Mass: 27541 Score: 112 Mat ches: 6(2) Sequences: 6(2) enPA: 0.29
THO conpl ex subunit 4 [Homp sapi ens]
[] Check to include this hit in error tolerant search
Query (bserved M (expt) M (cal c) Delta Mss Score Expect Rank Unique Peptide
M 316 606.7478 1211.4811 1211.5414 -0.0603 0 32 0.33 1 U K. MDMBLDDI I K. L + 2 Oxidation (M
327 411.1910 1230.5513 1230.5993 -0.0481 0 34 0.31 1 U R. SLGTADVHFER. K
497 678.9597 2033.8574 2033.9654 -0.1080 O 59 0.0005 1 U K. QQLSAEELDAQLDAYNAR. M
v} 509 737.9548 2210.8425 2210.9745 -0.1320 1 15 5.3 1 U M PDSAPAVADKMDMVBLDDI | K. L + 3 Oxidation (M
M 522 676.5479 2702.1626 2702.2725 -0.1100 1 25 1 1 U K. QLPDKWHDL FDSGFGGGAGVETGXK. L
M 526 943.7616 2828.2630 2828.4239 -0.1609 0 47 0.0062 1 U K. QYNGVPLDGRPMNI QLVTSQ DAQR. R + Oxi dation (M
4. NP_000412. 3 Mass: 58766 Score: 92 Mat ches: 7(3) Sequences: 7(3) enPAI: 0.20
keratin, type | cytoskeletal 10 [Honp sapi ens]
[ Check to include this hit in error tolerant search
Query (bserved M (expt) M (cal c) Delta Mss Score Expect Rank Uni que Peptide
97 405.2014 808. 3883 808. 4330 -0.0448 0 40 0. 04 1 R LASYLDK. V
155 424.2605 846. 5064 846. 4447 0. 0617 0 10 64 7 U K. SEI TELR R
M 264 516.2706 1030.5266 1030.5910 -0.0644 0 40 0. 066 1 U R VLDELTLTK. A
M 292 545.7461 1089.4777 1089.5237 -0.0460 0 43 0. 04 1 U K. VTMONLNDR. L
302 583.2630 1164.5115 1164.5775 -0.0659 0 21 5.3 1 U R LENEI QTYR. S
M 397 691.2879 1380.5612 1380.6408 -0.0796 0 59 0.00073 1 U R ALEESNYELEGK. |
414 498.5586 1492.6541 1492.7270 -0.0729 1 35 0.21 1 U R SQYEQLAEQNRK. D
Proteins matching the sane set of peptides:
P13645. 6 Mass: 58792 Score: 92 Mat ches: 7(3) Sequences: 7(3)
RecNane: Ful | =Keratin, type | cytoskeletal 10; AltName: Ful | =Cytokeratin-10; Short=CK-10; AltName: Ful|l=Keratin-10; Short=K10
CAA32649. 1 Mass: 59492 Score: 92 Mat ches: 7(3) Sequences: 7(3)
unnamed protein product [Honp sapiens]
AAH34697. 1 Mass: 58792 Score: 92 Mat ches: 7(3) Sequences: 7(3)
Keratin 10 [Hono sapi ens]
EAW60681. 1 Mass: 63308 Score: 92 Mat ches: 7(3) Sequences: 7(3)
keratin 10 (epidernolytic hyperkeratosis; keratosis palmaris et plantaris), isoform CRA b [Honp sapiens]
XP_005257400. 1 Mass: 63308 Score: 92 Mat ches: 7(3) Sequences: 7(3)
keratin, type | cytoskeletal 10 isoform X1 [Honp sapi ens]
5. NP_000414. 2 Mass: 65393 Score: 87 Mat ches: 3(2) Sequences: 3(2) enPA: 0.12
keratin, type Il cytoskeletal 2 epidernal [Honp sapiens]
[] Check to include this hit in error tolerant search
Query (bserved M (expt) M (cal c) Delta Mss Score Expect Rank Uni que Peptide
255 487.2480 972. 4814 972.5240 -0.0426 0 48 0.011 1 K. I EI SELNR. V
M 309 597.2898 1192.5650 1192.6088 -0.0438 0 36 0.16 1 U K. YEELQVTVGR H
413 738.3529 1474.6912 1474.7780 -0.0868 0 69 8.8e-05 1 R FLEQONQVLQTK. W
Proteins matching the same set of peptides:
AAC83410. 1 Mass: 65825 Score: 87 Matches: 3(2) Sequences: 3(2)
epi dermal cytokeratin 2 [Honp sapi ens]
6. BAB14489. 1 Mass: 44345 Score: 77 Mat ches: 3(2) Sequences: 3(2) enPAl: 0.17
unnamed protein product [Honp sapi ens]
[ Check to include this hit in error tolerant search
Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Uni que Peptide
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301 579.8244 1157.6343 1157.6808 -0.0466 0 63 0.00038 1 U R TPGGVFLNLLK. N
M 336 623.3010 1244.5874 1244.6248 -0.0374 0 28 1 1 U K. NTPSI SEEQ K. D
M 379 656.7648 1311.5151 1311.5830 -0.0679 0 41 0.033 1 U R. YEI TAEDSQEK. V

Proteins matching the same set of peptides:

EAWI8850. 1 Mass: 46023 Score: 77 Mat ches: 3(2) Sequences: 3(2)
RNA U, snmall nuclear RNA export adaptor (phosphorylation regulated), partial [Honp sapiens]
NP_115553. 2 Mass: 44375 Score: 77 Mat ches: 3(2) Sequences: 3(2)

phosphoryl at ed adapter RNA export protein [Honmo sapiens]

7. NP_000217. 2 Mass: 62027 Score: 54 Mat ches: 6(1) Sequences: 6(1) enPAl: 0.06
keratin, type |I cytoskeletal 9 [Honp sapiens]
[ Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta M ss Score Expect Rank Uni que Peptide
97 405.2014 808.3883 808.4330 -0.0448 0 40 0.04 1 R LASYLDK. V

M 222 449.1791 896.3436  896.4062 -0.0626 O 26 1.2 1 u R MTLDDFR. |
M 279 530.7586 1059.5027 1059.5560 -0.0534 0 28 1.2 1 U K. TLLDI DNTR. M
M 282 533.2460 1064.4775 1064.4920 -0.0145 0 18 9.9 1 U K. STMQELNSR. L
329 616.7812 1231.5478 1231.5906 -0.0427 0 30 0.67 1 U R SGGGEEGEEELGSCESI R S
v} 470 613.2874 1836.8404 1836.9581 -0.1177 0 37 0. 088 1 U R HGVQELEI ELQSQLSK. K
Proteins matching the sane set of peptides:
EAWS0744. 1 Mass: 57526 Score: 54 Mat ches: 6(1) Sequences: 6(1)
keratin 9 (epidernolytic pal nopl antar keratoderma) [Hono sapiens]
CAA82315. 1 Mass: 62092 Score: 54 Mat ches: 6(1) Sequences: 6(1)
cytokeratin 9 [Honp sapi ens]
8. NP_055285. 1 Mass: 26039 Score: 23 Mat ches: 7(0) Sequences: 1(0)

rho-rel ated GTP-binding protein Rho6 precursor [Honp sapiens]
[] Check to include this hit in error tolerant search

Query Observed M (expt) M (calc) Delta Mss Score Expect Rank Unique Peptide

M 136 419.2869 836.5592 836.4868 0.0724 0 (4) 1.7e+02 1 u R APQPWAR. C

137 419.2876 836.5606 836.4868 0.0738 0 (3) 1.9e+02 2 U R APQPWAR C

138 419.2946 836.5746 836.4868 0.0878 0 (3) 1.5e+02 2 U R APQPWAR. C
140 419.2999 836.5853 836.4868 0.0985 0 (4) 1.4e+02 1 U R APQPWAR. C
M 143 419.3054 836.5963 836.4868 0.1094 0 23 1.5 1 u R APQPWAR. C
M 144 419.3068 836.5990 836.4868 0.1122 0 (5) 98 1 U R APQPWAR. C
M 145 419.3076 836.6006 836.4868 0.1138 0 (2) 1.6e+02 1 U R APQPWAR. C

9. NP_000996. 2 Mass: 26671 Score: 22 Mat ches: 1(0) Sequences: 1(0)

40S ribosomal protein S3 isoform1 [Honp sapi ens]
[] Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta M ss Score Expect Rank Uni que Peptide
M 411 735.8334 1469.6523 1469.7613 -0.1090 0 22 3.4 1 U K. DEI LPTTPI SEQK. G

Proteins matching the same set of peptides:

AAHO03577. 1 Mass: 26540 Score: 22 Mat ches: 1(0) Sequences: 1(0)
Unknown (protein for | MAGE: 3544292), partial [Honp sapiens]

AAB19349. 2 Mass: 26699 Score: 22 Mat ches: 1(0) Sequences: 1(0)

S3 ribosomal protein [Hono sapiens]

CAA39248. 1 Mass: 26703 Score: 22 Mat ches: 1(0) Sequences: 1(0)
unnanmed protein product [Honp sapiens]

EAW8297. 1 Mass: 12460 Score: 22 Mat ches: 1(0) Sequences: 1(0)
hCG&2022018 [ Hormo sapi ens]

AAF82383. 1 Mass: 17099 Score: 22 Mat ches: 1(0) Sequences: 1(0)

ri bosomal protein S3, partial [Honp sapiens]

NP_001127020. 1 Mass: 26672 Score: 22 Mat ches: 1(0) Sequences: 1(0)
40S ribosonal protein S3 [Pongo abelii]

NP_001247435. 1 Mass: 28468 Score: 22 Mat ches: 1(0) Sequences: 1(0)
40S ribosomal protein S3 isoform2 [Honp sapi ens]

NP_001247436. 1 Mass: 12606 Score: 22 Mat ches: 1(0) Sequences: 1(0)

40S ribosomal protein S3 isoform 3 [Hono sapi ens]

10. Bl 752. 2 Mass: 85414 Score: 22 Mat ches: 1(0) Sequences: 1(0)
RecNane: Ful | =Chondroitin sulfate synthase 2; Al tNane: Full=Chondroitin glucuronyltransferase 2; A tNanme: Full=Chondroitin-polyn
[ Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta M ss Score Expect Rank Uni que Peptide
M 287 538.2733 1074.5321 1074.6298 -0.0977 1 22 4.7 1 U R WFLTGARGR R

Proteins matching the sane set of peptides:

NP_078812. 2 Mass: 85442 Score: 22 Mat ches: 1(0) Sequences: 1(0)
chondroitin sulfate synthase 2 isoform1 [Honp sapi ens]
AABB769. 1 Mass: 85428 Score: 22 Mat ches: 1(0) Sequences: 1(0)

RASL651 [ Honp sapi ens]

Peptide matches not assigned to protein hits: (no details neans no natch)

Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Unique Peptide
M 451 577.2767 1728.8082 1728.9015 -0.0933 1 22 3 1 ACNTVLKSMNLPPLGR + Oxi dation (M
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298  565.7793 1129.5440 1129.6455 -0.1016 O 19 7.6 1 VLTSTVQQVR
M 149 421.7413  841.4681 841.5022 -0.0341 0 19 7.2 1 G TLSVRP
M 263 516.2237 1030.4329 1030.5295 -0.0966 0 18 11 1 ASGVEGADVVK
155  424.2605  846.5064  846.4447 0.0617 0 18 12 1 ESI VNASK
M 273 523.2675 1044.5205 1044.5716 -0.0511 0 17 14 1 LSSAHVYLR
286  535.2652 1068.5158 1068.6543 -0.1384 1 17 13 1 LTPLELKQK
M 271 523.2646 1044.5146 1044.6583 -0.1437 0 16 15 1 LLTTFLPI K
M 150  421.7417 841.4688  841.5022 -0.0334 O 16 12 1 G TLSVRP
112 409.2281 816. 4417 816.4065 0.0353 O 16 17 1 LMGFGHR
M 419 776.8239 1551.6332 1551.7710 -0.1379 0 15 15 1 DLAMWASDMWLLK + Oxi dation (M
283  535.2451 1068.4757 1068.5564 -0.0806 1 15 19 1 QDTEI AKHK
M 284 535.2597 1068.5048 1068.6543 -0.1495 1 15 19 1 LTPLELKQK
M 272 523.2664 1044.5182 1044.5703 -0.0521 0 15 23 1 LSEDI DLLK
192 435.7575  869.5005  869.5157 -0.0152 1 15 18 1 WKMHLK + Oxi dation (M
M 191 435.7554  869.4963  869.5335 -0.0372 0 14 20 1 VTVLVSPR
338  416.8689 1247.5849 1247.5023 0.0825 O 14 24 1 CGGDGGGACI PER + Car bami donet hyl (C)
M 395 682.2868 1362.5591 1362.6013 -0.0422 0 14 25 1 YSEVSFMELDK + Oxi dation (M
M 270 523.2627 1044.5109 1044.6583 -0.1474 O 13 32 1 LLTTFLPI K
153  423.1994  844.3843  844.4767 -0.0924 O 13 44 1 TI GSLQAR
M 130 416.2088 830.4030 830.4610 -0.0580 1 13 36 1 AQSI ERK
M 403  469.2000 1404.5782 1404.7184 -0.1402 0 12 30 1 TNAALGFAQWLPR + Oxi dation (M
146 420.2283  838.4421 838. 3677 0.0744 0 12 26 1 MDAVMIR + Oxidation (M
M 268 520.6756 1039.3367 1039.5298 -0.1931 0 12 22 1 QGPPAAEAATK
200  439.2872 876. 5599 876. 4851 0.0748 1 12 44 1 KWGTLGR + Oxi dation (M
M 434  403.2078 1608.8023 1608.8947 -0.0924 1 12 37 1 LRAGPGEI ALALGESR
M 396 687.3040 1372.5934 1372.6557 -0.0623 1 12 39 1 NYSFSLACNAKR
152 422.2361 842.4576  842.5226 -0.0650 O 12 41 1 LGTTVKPK
M 378 436.8620 1307.5642 1307.6371 -0.0729 0 12 43 1 GAPHFPDGVAGLR
219  446.2276  890.4406  890.5199 -0.0792 1 12 50 1 | PHVGRGR
M 256 493.2688 984.5231 984.6219 -0.0988 O 12 40 1 G SEI LI LK
M 294 559.7662 1117.5178 1117.5914 -0.0736 1 12 46 1 MIGRVAGG EK
344  419.3000 1254.8782 1254.7044 0.1738 1 12 12 1 GAQTAAATAPRI K
M 190 435.7526  869. 4907 869.4971 -0.0064 O 12 36 1 VWWDVSVPR
299  570.7575 1139.5005 1139.6563 -0.1559 1 11 44 1 ALRLDHFLR
M 234 463.2000 924.3854  924.3946 -0.0091 1 11 48 1 RVEGACK + Oxidation (M
M 157  424.2737 846.5328  846.4157 0.1171 0 11 57 1 EWPEMK + xidation (M
274  523.2699 1044.5253 1044.6192 -0.0940 1 11 59 1 AVLGFGGRLR
M 135  419.2831 836.5516  836.3884  0.1631 0 11 35 1 DMLMGVR + Oxidation (M
428  792.8114 1583.6082 1583.7501 -0.1419 1 10 35 1 KDLSVFEVDGNMBK + Oxi dation (M
M 321 408.3105 1221.9097 1221.7193 0.1904 1 10 3.2 1 LNPKTI NPGLR
M 339 627.7532 1253.4919 1253.5558 -0.0639 0 10 53 1 G SSDGTANMIGK + Oxi dation (M
154  423.2056  844.3967 844.4542 -0.0575 O 10 94 1 EELEVVK
M 122 412.7308  823.4471 823.4487 -0.0016 1 9 49 1 VPRCPPR
241  469.2000 936.3854  936.4335 -0.0480 O 9 80 1 TANMELSR + Oxi dation (M
M 110  409.2102 816.4058  816.4276 -0.0218 O 9 80 1 MGGVAQVR
M 347  425.2063 1272.5970 1272.5955 0.0016 1 9 88 1 CKI SSLSYCR + 2 Car bani dorret hyl (C)
407  470.2508 1407.7305 1407.5983  0.1321 1 8 82 1 VESCSCRSGGGGPR + Car bami donet hyl ( Q)
M 400 463.2000 1386.5782 1386.6503 -0.0721 1 8 76 1 RFWAETMGFSR
310  400.2000 1197.5782 1197.5673  0.0109 1 8 88 1 GGSCPSGPQPRR
425 784.8165 1567.6185 1567.7660 -0.1475 0 8 70 1 DLAMWASDMWLLK + 2 Oxidation (M
M 230 459.7794  917.5443  917. 4429 0.1013 0 8 1.2e+02 1 MGWAGPGK + Oxidation (M
217  445.2387 888. 4628  888.4739 -0.0111 1 8 1.3e+02 1 CENIKLL + Car bami donet hyl (C)
M 179 429.2143  856.4141 856.5130 -0.0990 1 8 1.2e+02 1 NEVLRVK
M 116 411.1960 820.3775  820.4443 -0.0668 O 8 79 1 VTAI DFR
123 413.2329 824.4512 824.4215  0.0297 0 8 64 1 VGSFM R + xi dation (M
M 181  430.3589 858. 7032 858.5035  0.1997 1 8 18 1 SAGLRSLR
121 412.7197 823.4248  823.3317 0. 0931 0 8 70 1 VMCEGGR + Car bami donethyl (C); Oxidation (M
M 148  421.2199 840.4253  840.5797 -0.1543 1 8 71 1 AAKWI LK
M 337 416.2081 1245.6024 1245.6717 -0.0694 O 8 1.2e+02 1 AFI NLEAAGVGEK
462  897.8686 1793.7227 1793.9193 -0.1966 1 8 68 1 MBVSEEI | | SRATQSK + Oxi dation (M
M 108 408.3088 814.6030  814.4912 0.1117 1 7 79 1 ATVTKAPK
151  421.7467 841. 4789 841.5022 -0.0232 0 7 95 1 G TLSVRP
M 244 472.2566  942.4986  942.5359 -0.0373 1 7 1.2e+02 1 RQAGGSLVR
M 115 411.1954  820.3762 820. 4443 -0.0681 0 7 93 1 VTAI DFR
158  424.2760  846.5374  846.4447 0. 0927 1 7 1.3e+02 1 EENKSLK
M 164  425.7541 849.4936  849.4127 0.0810 1 7 1. 4e+02 1 MAGRGGSAK + Oxidation (M
139  419.2990 836.5834  836.3884 0.1950 O 7 65 1 CAELMVR + Oxidation (M
M 281 533.2444 1064.4742 1064.6091 -0.1348 1 7 1. 4e+02 1 I NVKVGGNHK
M 196  437.2492 872.4839 872.5080 -0.0241 1 7 1.7e+02 1 EVTAAVRK
102  407.1815  812.3484 812.3738 -0.0254 O 6 83 1 FVCSSSAL
M 171  427.2886 852.5626  852.4891 0.0734 0 6 96 1 Il WHPK + Oxidation (M
357  427.2188 1278.6345 1278.8024 -0.1679 0 6 1.4e+02 1 LVTTG PVWKPR
M 223 449.1883 896.3620 896.3698 -0.0078 0 6 1.3e+02 1 NQPYCSSV
M 361 640.7695 1279.5244 1279.6013 -0.0769 0 6 1.3e+02 1 LSSI ANAMCGTR + Car bami donet hyl (C)
134  419.2000 836.3854 836.3884 -0.0030 O 6 1e+02 1 DMLMGVR + Oxidation (M
M 360 640.7554 1279.4962 1279.6013 -0.1050 O 6 1.2e+02 1 LSSI ANAMCGTR + Car bani donmet hyl (C)
100  406. 2322 810.4498 810.3946 0.0553 O 6 78 1 GFLAEMNK + Oxidation (M
M 291 540.2788 1078.5431 1078.5845 -0.0415 0 6 1.7e+02 1 CGTG VGVFVK
M 342  419.2800 1254.8182 1254.7044 0.1138 1 6 97 1 GAQTAAATAPRI K
204  441.2472 880.4798  880.4079 0.0719 1 6 1.5e+02 1 ENFWGKT
M 107 408.2948 814.5750 814.4046 0.1705 1 6 1.2e+02 1 GDPGRGTR
514  756.0185 2265.0338 2264.9495 0.0842 1 6 1le+02 1 KMVEDLTMQVFNMEDDMLK + Oxi dation (M
275  524.2712 1046.5278 1046.5179 0. 0099 0 6 1.9e+02 1 LSPAVCGTSR + Car bani donet hyl (C)
M 118  411.3000 820.5854  820.4364 0.1490 O 6 95 1 MBI LVDK + Oxidation (M
343  419.3000 1254.8782 1254.6820 0.1962 0 6 49 1 LTLTAVDGGSPPK
194  437.2054  872.3963 872.4868 -0.0905 O 6 2.3e+02 1 SLQW AR
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NPANTRLR

KACVHGEK

HPPSPHCAK

GVCVSW R + Oxi dation (M

GDQEEPSK

SNLTKHK

LSl | PASR

GDPGRGTR

| CLQDHK

SLMEQGTQEDEQLLLR + Oxi dation (M
GEPGSMGPR

YTAPPPR

LSI | PASR

MRLDLG

CPHAPDETEGTAAPVSR + Car bani donet hyl (C)
DQGEDPPDDSHPHR

I TMITDR + Oxi dation (M

LLQTANR

MFHTLLR + Oxidation (M

MVGGVHPEAAVR

TNI PYDK

LNARCSVLAAANPVYGR

CEYSVGN\K

TIRNAMK + Oxi dation (M

GLLGSVMLDLDVLR + Oxi dation (M

SGA Pl SWYRDLHDVPK

GSKCLI R + Car bani doret hyl (C)

LAFLYTYSK

| CGMQVBFGKPGM + Car bani domet hyl (C); Oxidation (I
TLEI PLDLR

MGRSSQR + i dation (M

EEDAPHR

SYPLCPYCYNHPPFR + Car bani donet hyl (C)
TNGGAFPQAAK

LADMMER + 2 Oxidation (M

MAFI LPR + Oxi dation (M

MERSSQR + Oxidation (M

NKMATTAF + Oxi dation (M

NLLPPKK

QKEQSPHWWQSVI SLI MAVK

MGELALHR + Oxi dation (M

GLPGPPGSK

LAPDPAGPQR

SACQSAVCGPQSSTWAR + 2 Car bami donet hyl (Q)
CPSGCRWK + Oxi dation (M

ATVTPSPVK

NRSLLVGCM®EBK + Car bani domet hyl (C); Oxidation (M
YTPCVDK

MGEFAQLAAAGLGCETR + Car bani donet hyl (C); Oxidati «
DGFCl SGSI TAK + Car bani donmet hyl (C)
VGVAHKADAWPATLSGGQQR + Oxi dation (M
GASSSTNDASVPTTKEFETLI K

LG I NYNPSLK

EKPAYPPGTEAEGSTRAWI VPVLTR
SGHENLALEMYTDLCMFEYAK + Car bani donet hyl (C); 2 Q
ASSVSPTFCPPTTSHHPVCAK + Car bami donet hyl (C)
SSVDNCTI PCTGNTTFSYNSQACER + 2 Car bani donet hyl (C
VI HLVER

MBQVDTI | MAPATGTKAMK + 3 Oxi dation (M
AERDSALETLQGQLEEK

SNLTKHK

ATl LAAGYR

TEHKPCTYQQCPCNR + 2 Car bami domet hyl (C)
APRVGSPR

TPCPSLPR

FNLGGRGCGELGSCHCTPV + 2 Car bani donet hyl (C)
MGVDWWSEYVFANAFI LK + Oxi dation (M
VCRPACVAI NGCLPPGLWK

TYTCDAK

MXM.SK + Oxidation (M

GSCCGRCGNCWK + 2 Car bani donet hyl (C)
CWCGGDGSGCSK + 2 Car bani donet hyl (C); Oxidation
VHHASEK

LENGSDTSSK

DLKPANI FI STEDLVLK

CCMGMCCK + Car bami donet hyl ( Q)
LQKVEEACGTI AVYQGPQK + Oxi dati on (M
AAAAQSLQPSPCRPRVGR + Car bani donet hyl (C)
DVEPAAGPK

CPPVTPSPPCQPK + Car bani donet hyl (C)

YEG EFI

ETNDNPK

AANMALFR

KQSHVSK

CATGELSLK + Car bani donet hyl (C)
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195  437.2379 872. 4612 872.3772 0. 0840 0 1 7.3e+02 1 MOFLGWK + 2 Oxidation (M

251  483. 2464 964. 4783 964. 4688 0. 0095 0 1 8.9e+02 1 GEMKPYPK + Oxi dation (M

261  513.2439 1024.4733 1024.4583 0.0151 0 1 b5.6e+02 1 G CFM\R + Car bani donet hyl (C)

243  471.2989 940. 5832 940. 5454 0.0378 1 1 4.8e+02 1 KAQAGGKPCK

345  421.9852 1262.9337 1262.7347 0.1991 0 1 25 1 LHVELSLI SPR

330  411.9087 1232.7044 1232.5828 0.1216 0 0 7.5e+02 1 ACLALLPCCNR + Car bani donmet hyl (C)

496  509.2551 2032.9913 2032.9863 0. 0050 1 0 4. 1e+02 1 CPPPRPPTSPYPPCPKDK + Car bani donet hyl (C)

515  760.4420 2278.3041 2278.2871 0.0170 1 0 1.9e+02 1 LLRALI GVSLFAAAYMAEVWR + Oxi dation (M

405  470.2221 1407.6446 1407.6962 -0.0516 1 0 5.3e+02 1 NRSLLVGCM®BK + Car bani domet hyl (C); Oxidation (M
504  704.3000 2109.8782 2109.7947 0. 0834 0 0 3.2e+02 1 I HYNYMCNSSCMGGWNR + 2 Car bani donet hyl (C); Oxi da
456  883.8594 1765.7042 1765.7723 -0.0681 1 0 5.1e+02 1 DAVONCCG SKTEER + 2 Car bami donet hyl ( Q)

490  495.2468 1976.9581 1976.8985 0. 0595 1 0 4.8e+02 1 GADWTSGVNKCPAGALCR + Car bani donet hyl (C)

176  429.1000 856. 1854 856.3823 -0.1968 0 0 44 1 MDFLGWK + Oxi dation (M

89  401. 3000 800. 5854 800. 4868 0. 0986 1 0 4.5e+02 1 RSGLLQK

352  639.4000 1276.7854 1276.6710 0.1144 1 0 5.2e+02 1 TYRSLMIHLR

324  613.2000 1224.3854 1224.5808 -0.1954 0 0 1.8e+02 1 GLQAMYEELR + Oxi dation (M

276  526.2846 1050.5547 1050. 4375 0.1172 0 0 8.7e+02 1 MGHAGCQFK + Car bami doret hyl (C); Oxidation (M
353  639.4000 1276.7854 1276.6710 0.1144 1 0 5.2e+02 1 TYRSLMIHLR

156 424.2720 846. 5294 846. 3905 0.1388 0 0 6.9e+02 1 CEPETLR

400.2000  399. 1927
401. 1472  400. 1400
401. 3000  400. 2927
402.3000  401. 2927
403. 0000  401.9927
404.3000  403. 2927
405.2038  404. 1965
405.2045  404.1973
405. 2054  404. 1982
405. 2057  404.1984
11  405.2086  404.2014
12 405.2097  404.2025
13 405.2099  404.2027
14 407.3000  406.2927
15  409.1000 408.0927
16 409.2144  408.2071
17  409.2152  408.2079
18  409.2172  408.2099
19  411.3000 410.2927
20  413.4000 412.3927
21  416.2048  415.1976
22 416.2053  415.1980
23 416.2054  415.1981
416.2073  415.2001
25  416.2103  415.2030
26  416.3606  415.3533
27  419.2000  418.1927
28  419.2902  418.2830
29  419.3000  418.2927
30 419.3000  418.2927
31  420.2919  419.2846
32 420.2945  419.2872
33  423.3040  422.2967
34 424.2265  423.2192
35  425.2525  424.2453
36  426.4000  425.3927
37  427.1000  426.0927
38  427.2011  426.1938
39  427.2044  426.1971
40  429.1000  428.0927
41 429.1000  428.0927
42 430.2167  429.2094
43 430.2220  429.2147
44 431.1000  430.0927
45 432.2157  431.2084
46 432.4000  431.3927
47  433.2195  432.2122
48  440.3718  439. 3646
49  441.3394  440.3321
50  441.3447  440.3374
51  442.2722  441.2649
52 445.1000  444.0927
53  445.1000  444.0927
54 445.2000  444.1927
55  445.2310  444.2238
56  447.2000  446.1927
57  451.2000  450.1927
58  456.3579  455.3506
59  463.2000  462.1927
60  469.2000  468. 1927
61  487.2000  486.1927
62  495.3969  494.3897
63  509.2648  508.2575
64  511.2000 510.1927
65  527.4000 526.3927
66 ~ 529.3904  528.3831

OO0 N[O 01 [A (W [N [

[
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435
436
437
439
m
ﬂ
%
ﬂ
%
445
246

519.
521.
527.
527.
538.
540.
571.
401.
401.
402.
403.
404.
406.
407.
408.
612.
409.
613.
409.
412.
412.
412.
413.
415.
419.
425.
425.
426.
426.
639.
639.
427.
640.
640.
428.
428.
428.
428.
429.
429.
429.
429.
430.
430.
431.
432.
435.
435.
657.
440.
441.
667.
445.
445.
445.
445.
446.
447.
451.
702.
470.
480.
511.
519.
519.
519.
521.
522.
527.
527.
531.
537.
537.
537.
538.
404.
411.
415.
554.
835.
419.
419.
419.
421.
852.

0926
1094
4000
5888
3012
2607
5312
1475
3000
3000
0000
3000
1420
3000
2872
1550
1000
2000
3716
3429
3458
7436
4000
0450
1455
7531
7587
3590
4000
4000
7000
1000
7000
7000
7435
7445
7469
7477
0651
1000
1000
1000
3539
3584
1000
4000
3356
3433
7000
9309
3486
1393
1000
1004
1195
2000
9732
2000
2000
0382
3741
7636
2000
1000
1117
1133
0996
4640
4000
5907
3000
1220
1417
1440
1282
9645
8999
3605
1502
2000
1380
1480
9939
1352
1000

1036.
1040.
1052.
1053.
1074.
1078.
1141

1200.
1200.
1203.
1205.
1209.
1215.
1218.
1221

1222.
1224.
1224.
1225.
1234

1234

1235.
1237.
1242.
1254

1274.
1274.
1276.
1276.
1276.
1277.
1278.
1279.
1279.
1283.
1283.
1283.
1283.
1284

1284

1284

1284

1288.
1288.
1290.
1294

1302.
1303.
1313.
1319.
1321

1332.
1332.
1332.
1332.
1332.
1337.
1338.
1350.
1402.
1408.
1439.
1530.
1554.
1554.
1554.
1560.
1564.
1579.
1579.
1590.
1608.
1608.
1608.
1611

1615.
1643.
1657.
1659.
1668.
1672.
1672.
1675.
1680.
1702.

1707
2043
7854
1630
5879
5069
0478
4207
8782
8782
9782
8782
4041
8782
8399
2954
2782
3854
0929
0068
0155
2088
1782
1133
4146
2375
2542
0551
1782
7854
3854
2782
3854
3854
2085
2116
2189
2214
1735
2782
2782
2782
0399
0534
2782
1782
9849
0081
3854
7710
0241
2641
2782
2793
3367
5782
8976
5782
5782
0618
1005
2689
5782
2782
3134
3180
2770
3702
1782
7503
8782
3443
4033
4103
3627
8288
5704
4128
4289
3854
5229
5627
9466
5116
1854
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M 447 571
448 429.
M 449  429.
M 450  430.
452 577
M 453 440.
454 440
455 441
[ 458  445.
459 445,
[ 460  445.
M 461  447.
464  599.
[ 465 599.
467 612
¥ 468  613.
469 613.
471 463.
M 472 463.
I 474  465.
M 476  628.
M 479 477,
480 477
¥ 483  639.
485 480
& 487 481
M 489  657.
498 517
& 499  519.
501  520.
M 502 701
& 505 528.
506  532.
M 507 536.
510 554
M 511 554.
M 517  767.
518 577
& 519 581
521  896.
M 524 687.
M 527 817.
528  817.

5165
0722
6055
3686
2898
9250
9283
1355
0971
1024
1109
0832
3540
3796
1225
2000
2000
1073
1205
0323
1641
2353
2423
4000
1304
2525
7000
2407
1197
1268
0548
7000
2765
1412
1458
1527
0229
3000
2875
0395
1519
1501
1517

1711.5277
1712. 2599
1714. 3930
1717. 4453
1728.8477
1759. 6710
1759. 6842
1760. 5127
1776. 3594
1776. 3805
1776. 4146
1784. 3037
1795. 0401
1795. 1171
1833. 3458
1836. 5782
1836.5782
1848. 4001
1848. 4530
1856. 1000
1881. 4705
1904. 9123
1904. 9401
1915. 1782
1916. 4924
1920. 9811
1970. 0782
2064. 9336
2072. 4498
2076. 4780
2100. 1424
2110. 7709
2125.0770
2140. 5359
2212. 5541
2212.5816
2298. 0468
2305. 1707
2321. 1210
2685. 0967
2744.5787
3264.5712
3264. 5777
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Search Parameters

Type of search
Enzyme

Variabl e nodifications :

Mass val ues
Protein Mass

Peptide Mass Tol erance :
Fragment Mass Tol erance:

Max M ssed O eavages

Instrunment type
Nunber of queries

MS/ M5 | on Search
Trypsin
Car bani donet hy

(G, Xxidation (M

Monoi sot opi ¢
Unrestricted
+ 0.2 Da

+ 0.2 Da

1

Def aul t

528

Mascot: http://www.matrixscience.com/




