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Figure S15.MASCOT report for MS/MS analysisof gel excisedfluorescentSrfAB bandsfrom
the B. subtilis ATCC 21332proteome.

Database + NCBInr: 47831 reskdues)

Taxonomy + Badlllus subtlls (127738 sequences)
Enzyme + Trypsin

Variable : (NQ),Gin->pyro-Glu (N-erm (M), Acsty! (Protsin N-term), Proplonamide (C)
Mass values : Monoisotopic

ProteinMass  : Unrestricied

Peplide Mass Tolerance : £ 15 ppm
Fragment Mass Tolerance: 20 mmu
Max Missed Cleavages :3
Instrument type  : ESKTRAP
Number of queries : 10418

Proteinhits  i[740641903  non-ribosomal peptide synthetase [Bacillus subtilis]

1 £il740641903  Mass: 400578 Score: 26597 Matches: 675(675) Sequences: 257(257) emPAI 34.23
non-ribosomal peptide synthetase [Bacillus sublilis]
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Unique Peptide
a7 314.7051 627.3957 627.3956 0.18 ] 30 0014 1 RTGPLLKA

328 381.7002 761.3858 761.3854 0.50 ] 34 0.04 1 KGIQMASR L

337 383.7082 765.4018 765.4021 041 ] 37 0018 1 RSYDIRT

362 389.2165 776.4185 776.4181 0.61 o 36 0.035 1 R.QGFNLAKD

379 395.2214 7884283 788.4280 0.39 0 4“ 0.015 1 KETLLDAK.Q

412 401.2449 8004753 8004756 -0.35 o 35 0.04 1 K.QITAQIK.S

415 401.7366 801.4587 801.4596 -1.14 0 37 0.02 1 RVLLTGGDK.L

536 4147652 827.5118 827.5116 020 0 45 0.0021 1 RLIVLGGEK.

562 415.7400 829.4655 8294657 031 o 40 0.018 1 KSVNELIR S

572 417.7269 833.4393 833.4305 028 o 36 0.034 1 KFAVVNERN

576 417.7452 833.4759 8334759 -0.08 ] 34 0.046 1 KGVGYGILRY

579 418.2252 834.4350 834.4388 852 ] 43 0.005 1 KQFAAFLRE

582 419.7302 837.4458 837.4457 0.16 ] (40) 0.0071 1 K.GVQIEHRN 581

585 420.2224 838.4302 838.4297 0.60 o 43 0.0042 1 KGVQIEHRN

588 420.7449 8394752 8394753 -0.09 0 3 0.024 1 KALPVPTDK.T

637 4247167 847.4189 8474188 0.07 1 35 0.042 1 KKGFDPERV

651 426.7401 851.4857 8514654 043 0 39) 0.0087 1 K.QFAAFLRE

667 4297253 857.4359 857.4355 0.54 0 38 0.0087 1 R.ELNAAANRLL 665 666

692 436.7456 871.4766 871.4763 0.31 0 50 0.001 1 U REVAVGELRK

724 4422416 882.4667 882.4671 174 0 35 0.016 1 KAAAANPNVR L

846 450.2687 916.5228 916.5220 .12 1 58 0.00019 1 KKETLLDAKQ

865 461.7407 921.4868 921.4668 -0.05 1 40 0011 1 RQKEHIERY

902 466.2643 930.5140 930.5134 0.62 ] 57 0.00037 1 KLQSSLDLRT

919 312.8349 9354828 9354825 0.34 1 4“ 0.011 1 RYKQDVQRQ

968 4727619 943.5092 943.5087 0.60 1 7 1.2e-005 1 R.ADDQVKIR.G

983 476.2303 950.4480 9504457 024 o 4“ 0.008 1 K.DANFESLR.L

990 476.7481 9514816 9514814 022 0 40 0.0089 1 KWSEYVLR.L
1006 479.2799 956.5453 956.5443 1.05 0 4 0.0043 1 K.QALLQAWK.G
1039 482.7643 963.5141 963.5138 0.38 o 68 2e-005 1 KAGGNLLTYRE
1049 484.2377 966.4600 966.4503 1.66 0 @n 0.0018 1 KDAGMFGTLRH
1052 485.2208 968.4445 968.4451 054 ] 30 0.046 1 RYSLEDSGAKF
1068 486.2856 970.5565 970.5560 0.80 1 87 0.018 1 RIDNQVKVR G
it 4922344 982.4542 982.4542 -0.02 ] 48 0.0011 1 KDAGMFGTLRH 1112
1201 501.2942 1000.5739 1000.5738 0.05 o (38) 0.017 1 KENLLMURH
1254 338.8607 1013.5872 1013.5869 0.32 1 35) 0.037 1 KLVQLEEKRH
1255 507.8009 1013.5873 1013.5869 0.39 1 45 0.0035 1 KLVQLEEKRH
1263 500.2919 1016.5693 1016.5688 048 0 38 0.017 1 KENLLMURH
1315 518.2849 1030.5553 1030.5546 0.64 0 45 0.0055 1 RJELGEIETK.L
1343 521.2374 1040.4803 1040.4597 0.60 0 42 0.0044 1 RFMAEDSSVRM
1353 521.8166 1041.6186 1041.6182 039 1 53 0.00035 1 RKLVEQGLQK.G
1360 5223273 1042.6400 10426386 129 1 34 0.03 1 RVLLTGGOKLKR
1409 529.2349 1056.4553 1056.4546 0.85 ] (34) 0.018 1 RFMAEDSSVRM
1416 529.7835 1057.5623 1057.5516 070 ] 52 0.00073 1 ROSLNQLVNRH
1432 530.7934 1059.5722 1059.5713 091 o 4“ 0.011 1 KALFEQPTVR.Q
1450 355.8650 1064.5732 1064.5727 0.52 0 37 0.018 1 KIGINLEGHGRE
1473 537.3135 1072.6124 1072.6128 -0.36 1 50 0.0013 1 R.SKLVQLEEKR
1478 538.2610 1074.5074 1074.5080 -0.57 0 62 6.36-005 1 R.EEDAEEIIKA
1480 859.1877 1074.5411 1074.5418 -0.60 0 1) 0.011 1 KERPSSISGSRN
1481 538.2786 1074.5427 10745418 0.88 o a4 0.008 1 KERPSSISGSRN
1492 539.2535 1076.4925 1076.4920 046 o 7 6.6e-006 1 K.GETAAIMNDR.S
1528 544.3005 1086.6045 1086.6033 1.04 ] 56 0.00034 1 RDIVIGSVTAGR.T
1534 545.2589 1088.5033 1088.5026 0.62 ] 44 0.0022 1 RYFTETAETK G
1545 546.7535 1091.4925 10814917 0.76 ] 70 5.86-006 1 RATVEEQMERF
1547 547.2510 1092.4875 1082.4870 053 o (44) 0.0022 1 K.GETAAIMNDR.S
1608 554.7509 1107.4871 1107.4866 048 0 (46) 0.001 1 RATVEEQMERF 1609 1610
1659 560.8036 1119.5027 11195924 0.32 o 39 0.018 1 K.NISFQLEAAK.G
1746 572.8402 1143.6659 1143.6652 0.59 0 a7 0.002 1 KIPTDVLAFRK 1748
1762 574.7831 1147.5517 1147.5508 0.69 0 51 0.00088 1 KEEQTFEPIR.Q
1768 5753174 1148.6203 1148.6190 118 [ 7 3.66-006 1 RLSDGTLAFIGRA 1766
1775 576.2976 1150.5805 1150.5805 0.08 o 55 0.00032 1 RMYVLNQLDR.Q
1827 5828169 1163.6192 1163.6186 051 ] 67 36005 1 RQIVEVFNSTKA
1863 589.8063 1177.5980 11775079 0.09 ] 57 0.00026 1 KFDLSLEAVER E
1926 400.5876 1198.7409 1188.7397 1.00 2 49 0.00058 1 RVLLTGGOKLKRA
1975 604.8072 1207.5869 1207.5986 1.14 o 76 3.4e-008 1 KWTGGGIEYIGRI
2023 610.8251 1219.6356 1219.6349 0.52 0 47 0.0028 1 KAFVQPFELNRA
2071 308.1856 1228.7135 1228.7138 -0.36 2 33) 0.047 1 R.SKLVQLEEKRH
2072 4105785 1228.7136 1228.7138 021 2 (52) 0.0006 1 R.SKLVQLEEKRH
2073 615.3643 1228.7141 1228.7139 0.15. 2 65 3.3e-005 1 R.SKLVQLEEKRH
2088 617.3177 1232.6208 12326190 149 0 &1 0.00011 1 RFVADPFVPGERM
2103 618.3117 1234.8089 1234.6062 058 0 59 0.00018 1 RVDLSDPDTFVKR
2109 618.8273 1235.6401 1235.6397 0.30 ] 62 0.00012 1 RIEYILQDSGAKL
2119 413.5508 1237.6301 1237.6302 0.14 1 (42) 0.008 1 RIRYSLEDSGAKF
2120 619.8231 1237.6316 1237.6302 1.08 1 53 0.00085 1 RIRYSLEDSGAKF
2132 620.8200 1239.6255 1239.6248 057 o 49 0.0016 1 KSLFQNYEALRA
2238 629.3271 1256.6397 1256.6401 027 0 45 0.0036 1 KAEVDLHVFEAKE
2268 631.8343 1261.6541 1261.6554 0.9 o 55 0.00049 1 R.GYVNLPELTEK.Q
2328 636.8869 1271.7562 1271.7601 0.71 1 37 0.0086 1 KNIPTDVLAFRKM
2349 638.3575 1274.7004 1274.6983 1.69 1 58 0.00021 1 R.TGPLLKAEQYR.T
2359 4262530 1275.7371 12757378 .47 1 (34) 0.027 1 RFKENLLMLIR H
2360 638.8762 1275.7378 1275.7373 039 1 (49) 0.00095 1 RFKENLLMLIR.H
2392 6422098 1282.5850 12825863 -1.00 ] 35 0.028 1 K.QDMYPLSSAQKR
2418 4209181 1286.7324 1286.7347 -1.80 1 53 0.0006 1 RIPDKGVGYGILRY 2419
2422 644.3761 1286.7376 1286.7347 232 1 (45) 0.0035 1 RIPDKGVGYGILRY
2425 644.8228 1287.6311 1287.6306 035 1 50 0.0014 1 K.GREEDAEEIIK A
2448 648.8739 1291.7332 1201.7322 0.82 1 43) 0.003 1 R.FKENLLMLIRH
2449 4315853 1291.7340 1201.7322 1.38 1 51 0.00048 1 RFKENLLMLIRH
2462 647.7903 1293.5840 1293.5837 021 0 80 7.9e-007 1 R.EYGLVGDEEQR.Q 2463 2464
2467 6483192 1294.6237 1204.6153 6.52 1 59 0.00017 1 R.GYLNREDETAKR
2531 4359141 1304.7204 1304.7204 021 1 @7 0.025 1 RRLSDGTLAFIGR A
2533 653.3663 1304.7220 1304.7201 149 1 58 0.00018 1 RRLSDGTLAFIGR A
2557 655.8300 1309.6454 13006449 0.39 1 (50) 0.0015 1 RLRFMAEDSSVRM
2568 656.3735 1310.7324 13107306 136 ] 45 0.0019 1 RLENAIQQLINRH
2654 442.8873 1325.6400 1325.6398 0.16 1 (a1) 0.0086 1 RLRFMAEDSSVRM
2655 663.8273 1325.6401 1325.6388 025 1 66 2.9e-005 1 R.LRFMAEDSSVRM
2659 664.3752 1326.7359 1326.7368 -0.64 1 49 0.0011 1 R.LRDSLNQLVNR.H
2660 443.2533 1326.7382 1326.7368 1.05 1 35) 0.03 1 R.LRDSLNQLVNR.H
2682 444.9224 1331.7454 1331.7448 042 2 40 0.011 1 R.LPVKKDEYVNK.E
2750 673.3920 1344.7694 1344.7687 0.58 0 80 9.4e-007 1 RSVETVVGMLAVLKA 2748
2770 675.3205 1348.6264 1348.6259 041 o 80 1.1e-006 1 KNAGYVPVTEEDRM 2773
2782 675.8124 1349.6103 1349.6009 031 0 (65) 3.16-005 1 KNAGYVPVTEEDRM
2797 4515809 1351.7209 1351.7208 0.07 ] (49) 0.0016 1 RNALPKPNAAQSGGKA
2799 676.8679 1351.7212 1351.7208 029 ] 66 3.16-005 1 RNALPKPNAAQSGGKA


Figure S15. MASCOT report for MS/MS analysis of gel excised fluorescent SrfAB bands from
the                   ATCC 21332 proteome.

B. subtilis


2806 451.9088 1352.7047 1352.7048 -0.07 0 (49) 0.0017 1 RNALPKPNAAQSGGK A 2805
2812 4525044 1354.7613 1354.7609 035 o 47 0.0017 1 KLAEIWEGILGVRA

2813 678.3880 1354.7614 1354.7608 043 0 75 3e-006 1 KLAEIWEGILGVRA 2811 2814
2837 454.5049 1360.7627 1360.7636 0.64 o 45) 0.0039 1 R.SVETWGMLAVLKA

2838 661.3695 1360.7645 1860.7636 0.67 0 (64) 4.36-005 1 RSVETVVGMLAVLK A

2851 682.3711 1362.7277 1362.7251 1.96 0 (66) 3.76-005 1 RSAEVMVSILGVMK A

2891 685.8755 1369.7364 1369.7354 0.75 0 68 1.86-005 1 RLAGFEQPSVLPGRL

2899 4582398 1371.6969 1371.6969 0.04 0 (a1) 0.01 1 KISSYSMLHHVAK.F

2900 686.8560 1371.6975 1371.6969 044 0 (48) 0.0022 1 KISSYSMLHHVAK.F

2936 460.5806 1378.7199 1378.7200 -0.09 o @7 0.034 1 RSAEVMVSILGVMKA

2937 690.3680 1378.7214 1378.7200 1.02 o 67 3e-005 1 R.SAEVMVSILGVMKA

2938 690.3682 1378.7218 1378.7200 128 o (63) 7.7e-005 1 RSAEVMVSILGVMK A 2939
2984 4635713 1387.6920 1387.6918 0147 o (46) 0.0037 1 KISSYSMLHHVAK.F

2985 694.8536 1387.6926 1367.6918 0.58 o 84 6.1e-007 1 KISSYSMLHHVAK.F

2990 695.3679 1388.7213 1868.7201 0.88 1 48 0.0029 1 KRFVADPFVPGERM

3002 464.5692 1390.7459 1390.7456 0.18 1 43 0.0072 1 RGFRIELGEIETKL

3019 697.3956 1392.7766 1392.7765 0.05 1 59 8.1e-005 1 RQGFNLAKDILFK.V

3020 465.2662 1392.7769 1382.7765 027 1 (87) 0.014 1 RQGFNLAKDILFK.V

3033 4659125 1394.7157 1384.7149 0.56 0 (43) 0.0062 1 R.SAEVMVSILGVMKA

3034 698.3652 1384.7158 1384.7148 0.62 o (58) 0.00019 1 RSAEVMVSILGVMKA

3049 700.3616 1398.7087 13988.7078 0.66 1 40 0.014 1 R.LNQHGWKLEMK.D

3152 708.8675 1415.7204 14157187 048 o 55 0.00051 1 RWLPDGNIEFLGR.I 3151 3153
3167 709.8825 1417.7505 1417.7313 135 0 37 0.034 1 R.GYLNRPQLTAER.F

3185 711.8355 1421.6563 14216609 -3.20 1 (39) 0.011 1 K.QDMYPLSSAQKR.M

3224 715.8638 1429.7131 1429.7129 014 0 36 0.042 1 RYDYVPLYEIQGKR

3280 720.3510 1438.6873 1436.6874 -0.06 1 (48) 0.0019 1 KQDMYPLSSAQKR.M

3281 480.5699 1438.6878 1438.6874 028 1 50 0.0013 1 KQDMYPLSSAQKR M

3306 722.4241 1442.8337 1442.8358 <143 2 (34) 0.038 1 RRIPDKGVGYGILR.Y

3307 361.7160 1442.8349 1442.8358 -0.61 2 (35) 0.025 1 RRIPDKGVGYGILR.Y

3308 481.9528 1442.8365 14428358 054 2 60 7.8e-005 1 RRIPDKGVGYGILR.Y

3338 726.3665 1450.7184 1450.7164 1.35 2 63 9.2e-005 1 R.GYLNREDETAKR.F

3374 486.9161 1457.7266 1457.7263 021 o 65 4.9e-005 1 K.TVHQLFEETAQRH

3375 729.8714 1457.7282 1457.7263 1.34 0 (38) 0.02 1 K.TVHQLFEETAQRH

3386 730.8442 1450.6739 14596732 0.52 o 85 3.2e-007 1 K.YNGAAFDSAFIER.T

3410 783.3411 1464.6677 1464.6667 0.68 0 (66) 1.96-005 1 RTSFMEANGEPVQRI

3411 783.8322 1465.6499 1465.6507 059 0 (54) 0.00021 1 RTSFMEANGEPVQRI

3436 490.9598 1469.8569 1469.8565 028 1 (55) 0.00019 1 KILANKLQSSLDLR.T

3437 735.9359 1469.8573 1469.8565 0.50 1 80 6.26-007 1 KILANKLQSSLDLR.T

3475 494.2844 1479.8313 1479.8310 020 0 37) 0.015 1 RTVFVHQQLQKPR.Q

3476 740.9232 1479.8319 1479.8310 057 o 51 0.00048 1 RTVFVHQQLQKPR.Q

3477 494.5608 1480.6606 1480.6616 -0.68 0 4n 0.0018 1 R.TSFMEANGEPVQR.I

3479 741.3383 1480.6621 1480.6616 0.31 o 73 4.2e-008 1 R.TSFMEANGEPVQR.

3483 741.8351 1481.6556 1481.6456 6.72 0 (48) 0.0009 1 R.TSFMEANGEPVQR.I

3497 4952026 1482.8560 1482.8558 0.10 1 59 7.56-005 1 KKLAEIWEGILGVRA 3493 3500
3498 742.4353 1482.8560 1482.8558 0.15 1 (52) 0.00043 1 KKLAEIWEGILGVRA

3643 504.2562 1509.7488 1509.7463 0.30 1 (62) 0.00011 1 KETAEKWSEYVLRL

3644 755.8812 1500.7478 1509.7463 0.96 1 84 66-007 1 KETAEKWSEYVLRL

3667 506.2790 1515.8151 15158158 -040 0 (58) 0.0003 1 K.TLQALIEHHDALR.M 3672 3673
3668 7589152 1515.8159 15158158 0.09 0 7 2.46-006 1 KTLQALIEHHDALR M

3670 379.9613 1515.8162 15158158 0.31 o (50) 0.0015 1 KTLQALIEHHDALR M

3692 760.3300 1518.6455 1518.6449 0.36 0 67 7.4e-008 1 K.TDFFEPSAFDMGR.Q

3778 767.8910 1533.7675 1533.7675 0.08 o 58 0.00037 1 KEQQTFAELLEQAK.Q

3779 512.2636 1533.7688 1533.7675 0.89 0 (51) 0.0016 1 KEQQTFAELLEQAK.Q

3782 768.3276 1534.6406 1534.6399 049 o (56) 7.46-005 1 K.TDFFEPSAFDMGR.Q

3784 768.3718 1534.7290 1534.7272 1.6 0 75) 4.36-008 1 RMMEAAVDQPAAFVR E
3785 768.3838 1534.7530 1534.7515 1.02 o (44) 0.008 1 KEQQTFAELLEQAK.Q

3846 517.9150 1550.7231 1550.7221 064 0 (43) 0.0057 3 RMMEAAVDQPAAFVR E
3847 776.3691 1550.7221 0.96 0 (81) 16-006 1 RMMEAAVDQPAAFVR E
3848 776.3693 1550.7221 127 0 87 2.30-007 1 RMMEAAVDQPAAFVR.E
3879 780.9101 1659.8051 0.38 o (70) 2.1e-005 1 K.GMMLIANIQAELEK.S

3906 784.3660 1566.7170 0.30 0 1) 7.1e-008 1 RMMEAAVDQPAAFVR.E 3905 3908
3907 523.2465 1566.7170 044 o (48) 0.0016 1 RMMEAAVDQPAAFVR.E
3932 525.9232 1574.7464 0.92 o (48) 0.0027 1 KALPEPDIEAGSGEYK.A
3933 768.3817 1574.7464 1.50 0 74 76-008 1 KALPEPDIEAGSGEYK A 3931
3937 526.2787 1575.8000 039 0 (45) 0.0059 1 K.GMMLUIANIQAELEK .S

3938 768.9080 1575.8000 0.94 0 67) 3.66-005 1 KGMMLIANIQAELEK.S

3939 788.9081 1575.8000 1.02 0 75 5.4e-006 1 KGMMLIANIQAELEK.S

3951 7919153 1581.8151 0.65 0 69 1.86-005 1 KAGAAYVPLDPALPGDR L
3956 528.2036 1581.8587 027 1 39 0.015 1 KDRLENAIQQLINRH

4004 531.3007 1580.8803 -0.01 1 1) 7.9e-005 1 R.VMFGLDKQITAQIK.S

4008 531.6059 1581.7848 0.60 0 (65) 6.2e-005 1 K.GMMLIANIQAELEK.S

4009 796.9057 1591.7848 121 o (69) 2.5e-005 1 K.GMMLIANIQAELEK.S 4007
4037 801.8762 1601.7362 1.06 o 51 0.00081 1 U KEYSFTWDETLVGRI

4062 536.6334 1606.8753 1.86 1 (55) 0.00029 1 RVMFGLDKQITAQIK.S

4063 804.4479 1606.8753 3.70 1 86 2.46-007 1 RVMFGLDKQITAQIK.S

4126 541.6353 1621.8828 071 1 51 0.001 1 KETLLDAKQFAAFLR E

4132 813.3232 1624.6277 258 0 (49) 0.00011 1 K.QDNEEAESYWSER L

4154 816.3929 1630.7701 075 0 65 4.6e-005 1 RFVENPYSPGSLMYK.T
4174 819.9099 1637.8049 0.14 0 (68) 2.86-005 1 RTPANGQGKPYSDYIKW
4175 5489425 1637.8048 048 o 72 1.2e-005 1 R.TPANGQGKPYSDYIKW
4182 547.2703 1638.7889 0.13 0 (38) 0.025 1 R.TPANGQGKPYSDYIKW
4183 820.4020 1638.7880 0.37 o (64) 6.2e-005 1 R.TPANGQGKPYSDYIKW
4193 821.8340 1641.6543 -0.52 0 102 6.26-010 1 K.QDNEEAESYWSER.L

4208 8243902 1648.7650 0.50 0 (53) 0.00069 1 RFVENPYSPGSLMYK.T 4206
4217 5506001 1648.8057 047 0 75) 6.16-006 1 KYASQDDIVGSPTAGRT
4219 825.4117 1648.8057 191 0 95 5.86-008 1 KYASQDDIVGSPTAGR.T
4224 825.9042 1649.7937 0.07 0 (43) 0.0002 1 KETYTAPDEIAHYIKE

4226 550.9389 1649.7937 073 0 “ 0.0076 1 KETYTAPDEIAHYIKE

4252 553.6104 1657.8094 0.03 0 (80) 1.40-006 1 RAQGAGNEDIVAIVMDR S
4253 8299125 1657.8105 1657.8084 071 o 115 5.4e-010 1 R.AQGAGNEDIVAIVMDR.S
4276 833.9406 1665.8846 1665.8872 -1.55 o (73) 8.4e-006 1 K.LNMAEHVTEAAVIIRK
4288 556.9983 1667.9732 1667.9723 0.57 0 54 0.0002 1 RHLIGGDALVPHIVSK.V 4281 4282 4283 4284 4286 4289
4291 834.9944 1667.9742 1667.9723 1.16 o @7 0.0092 1 R.HLIIGGDALVPHIVSK.V
4316 836.9333 1671.8520 1671.8501 1.14 o 60 0.00019 1 U  KALAVPETALEESLCR.I

4317 419.2143 1672.6282 1672.8281 0.05 0 (59) 0.001 1 RELDEQANQLAHHLR A
4318 837.4214 1672.6282 1672.8281 0.08 0 90 26-007 1 RELDEQANQLAHHLR A
4320 558.6168 1672.8285 1672.8281 021 0 (63) 8.9e-005 1 RELDEQANQLAHHLR A
4323 558.9422 1673.8048 1673.8043 0.30 0 (59) 0.00019 1 RAQGAGNEDIVAIVMDR S
4325 837.9106 1673.8066 1673.8043 139 0 (89) 1.9-007 1 RAQGAGNEDIVAIVMDRS 4324
4351 840.9430 1679.8714 1679.8703 0.67 1 40 0.022 1 R.DSLNQLVNRHESLR.T
4359 561.6338 1681.8795 1681.8821 -1.53 o 100 1.6e-008 1 K.LNMAEHVTEAAVIIRK 4360
4362 841.9485 1681.8825 1681.8821 026 o 82) 9.9e-007 1 K.LNMAEHVTEAAVIIRK
4433 567.9583 1700.8529 1700.8522 043 1 68 2.7e-005 1 KIKYNGAAFDSAFIER.T

4447 852.4284 1702.8423 1702.8413 0.55 1 86 4.4e-007 1 R.KALPEPDIEAGSGEYKA
4448 568.6214 1702.8424 1702.8413 0.61 1 (67) 46005 1 RKALPEPDIEAGSGEYKA
4477 856.9292 1711.8438 1711.8417 126 0 66 4.56-005 1 KAGAAFLPIDPETPEER] 4476
4480 571.6449 1711.9129 1711.9145 004 0 (62) 8.3e-005 1 RNLAYVIYTSGTTGKPK.G 4487
4485 856.9642 1711.9139 1711.9145 033 0 81 1.16-006 1 RNLAYVIYTSGTTGKPK.G 4482
4496 857.9210 1713.8274 17138283 -0.57 0 83 7.30-007 1 RILLEDFASGYMQAEK E
4505 573.2767 1716.8084 1716.8108 -140 o 48 0.0022 1 KAGGAFVPIDPDYPDQR.|
4518 859.9250 1717.8354 1717.8345 0.53 o (75) 4.7e-006 1 R.NPLFNVMVTTENPDK.E
4544 865.9196 1720.8247 1720.8233 0.83 o 67) 2.9e-005 1 RILLEDFASGYMQAEK.E
4561 867.9227 1733.8308 1733.8204 0.78 o 78 3.2e-006 1 R.NPLFNVMVTTENPDK.E
4571 870.8972 1730.7798 1739.7771 1.52 o 94 2.9e-008 1 K.DTSSVLCELTEEDTKH
4581 871.9155 1741.8165 1741.8172 041 0 (43) 0.0087 1 RQASYQQHYPVSPAQRR
4582 561.6132 1741.8177 1741.8172 024 0 (43) 0.008 1 RQASYQQHYPVSPAQRR
4631 880.4289 1758.8432 1758.8438 031 0 69 2.2e-005 1 RQASYQQHYPVSPAQRR
4742 599.0010 1793.9811 1793.9821 058 1 92 6.96-008 1 KLNMAEHVTEAAVIIRKN



4743 449.5028 1793.9821 -0.07 1 (50) 0.0011 1 K.LNMAEHVTEAAVIIRK.N

4770 602.6300 1804.8666 0.88 o 82 1.1e-006 1 R.TSFDMIDGEVVQTVHK.N

4774 602.6345 1804.8818 -0.12 0 45 0.008 1 KIYQGADMELPQIHYK.D

4779 804.5221 1807.0356 -3.30 1 62 2.86-005 1 RLAGFEQPSVLPGRLPVK.K

4780 603.3528 1807.0356 051 1 (36) 0.0098 1 RLAGFEQPSVLPGRLPVK K

4790 453.5018 1809.9771 0.10 1 (56) 0.00026 1 KLNMAEHVTEAAVIIRKN

4791 604.3332 1809.9771 037 1 (69) 1.36-005 1 KLNMAEHVTEAAVIIRKN

4792 905.9973 1809.9771 1.66 1 (58) 0.00081 1 KLNMAEHVTEAAVIIRKN

4807 4542171 1812.8391 0.06 1 (69) 1.76-005 1 KTKVHYEDISHADENR.Q

4808 605.2872 1812.8381 044 1 74 4.8e-008 1 KTKVHYEDISHADENR.Q

4810 907.4280 1812.8391 129 1 (68) 2.2e-005 1 K.TKVHYEDISHADENR Q 4811

4817 605.9969 1814.9679 0.62 o (45) 0.0068 1 KEFIRPFDLNDAPLIRA

4819 908.4930 1814.9679 2.00 o 46 0.0048 1 KEFIRPFDLNDAPLIRA

4825 909.9439 1817.8723 0.52 o 80 1.7e-008 1 R.EEDIGLSFDYATALFK.D

4839 607.9610 1820.8615 018 0 (59) 0.00023 1 RTSFDMIDGEVVQTVHK.N 4838

4840 911.4385 1820.8615 0.57 0 @5) 4.86-006 1 RTSFDMIDGEVQTVHKN

4844 607.9880 1820.9421 0.00 1 39 0.027 1 RTGDLVKWTGGGIEYIGR.I

4863 914.4778 1826.9414 0417 0 100 26-008 1 U R.TPASTAVVYEGTVLTYR.E 4858 4859 4860
4866 609.9879 1826.9419 1826.9414 027 0 (63) 0.0001 1 U RTPASTAWYEGTVLTYRE

4908 819.4581 1836.9016 1836.9080 349 o 87) 4.1e-007 1 RHMTQITEATFAALFEK.Q 4909 4913
4912 613.3102 1836.9087 1836.9080 0.38 0 7) 3.9e-008 1 RHMTQITEATFAALFEK.Q 4910 4911 4914
4924 613.6421 1837.9044 1837.8920 6.76 o (36) 0.049 1 RHMTQITEATFAALFEK.Q

4976 826.4778 1850.9410 1850.9414 022 1 72 1.2e-005 1 R.TAPAGDKTFAQFLEEVK.T

4977 617.9883 1850.9432 1850.8414 0.96 1 (51) 0.0017 1 R.TAPAGDKTFAQFLEEVK.T

4989 927.4586 1852.9026 1852.9029 019 0 104 7.56-009 1 RHMTQITEATFAALFEK.Q

4990 618.6426 1852.9059 1852.9029 181 0 (90) 1.76-007 1 RHMTQITEATFAALFEK.Q 4987

5028 932.0060 1861.9974 1861.9938 1.94 0 106 3.86-009 1 KLTPSLFHTIVNTSSFAK.D 5027

5029 621.6731 1861.9975 1861.9938 197 0 (70) 1.56-005 1 KLTPSLFHTIVNTSSFAKD

5078 938.9677 1875.9209 18759214 028 0 70 2.26-005 1 REENGDIVQAYKPIGESK.V

5079 6263148 1875.8226 1875.9214 0.68 o (48) 0.0026 1 R.EENGDIVQAYKPIGESK.V

5146 633.3546 1897.0420 1897.0421 -0.08 0 92 7.26-008 1 KLVPPGASGQLYITGQGLARG 5150
5152 849.5287 1897.0428 1887.0421 0.38 o 91) 9.2e-008 1 K.LVPPGASGQLYITGQBGLAR.G 5139 5140 5141 5143 5144 5145 5147 5148 5149 5154 5155 5158 5159
5269 961.0145 1920.0144 1920.0178 -1.82 0 (46) 0.0059 1 RJISTMWLTSPLFNQLAAK.D

5270 641.0182 1920.0179 1620.0179 0.00 o (63) 0.00091 1 RISTMWLTSPLFNQLAAK.D

5312 967.0046 1931.9946 1931.9953 0.34 o 73) 1.26-005 1 KQADQGPVEGEVILTPIQR W

5313 645.0057 1931.9954 1931.9953 0.06 o (55) 0.00069 1 KQADQGPVEGEVILTPIQR W

5330 6463438 1936.0004 1936.0128 -1.75 0 70 2.1e-005 1 RISTMWLTSPLFNQLAAK.D

5331 969.0122 1936.0099 1936.0128 -1.52 0 (43) 0.01 1 RISTMWLTSPLFNQLAAK.D

5347 4857692 1939.0476 1939.0462 072 0 (48) 0.0022 1 KHLLLIDMHHIIADGVSR G 5342 5344
5382 650.6813 1949.0222 1949.0218 020 0 (57) 0.00041 2 K.QADQGPVEGEVILTPIQR W

5384 9755188 1949.0230 1949.0218 0.64 0 85 6.56-007 1 K.QADQGPVEGEVILTPIGR W 5383 5385
5386 488.2708 1940.0541 1949.0555 -0.68 2 45 0.0052 1 R.LRDSLNQLVNRHESLR.T

5389 650.6925 1949.0557 1949.0555 0.11 2 @1) 0.011 1 R.LRDSLNGLVNRHESLR.T

5418 652.6866 1955.0379 1956.0411 -1.68 o (59) 0.00021 1 KHLLLLDMHHIIADGVSR.G

5421 489.7675 1955.0407 1956.0411 0.18 o 62 0.00011 1 KHLLLLDMHHIIADGVSR.G 5422 5423 5424 5425
5484 967.0095 1972.0044 1972.0047 019 1 99 3.16-008 1 KLVEQGLQKGETAAIMNDR.S

5485 658.3424 1972.0054 1972.0047 033 1 74) 8.9e-006 1 KLVEQGLQKGETAAIMNDR.S

5525 662.0214 1983.0424 1983.0425 -0.06 1 53 0.00094 1 U KRTPASTAVVYEGTVLTYRE 5530 5531
5555 663.6739 1987.9998 1987.9997 0.09 1 (58) 0.00037 1 KLVEQGLQKGETAAIMNDR S

5556 895.0075 1988.0005 1987.9987 040 1 (64) 8.7e-005 1 KLVEQGLQKGETAAIMNDR S

5582 897.4901 1992.9837 1992.9826 0.58 1 83) 1.3e-006 1 R.MEAKEQQTFAELLEQAK.Q

5583 665.3356 1962.9851 1992.9826 124 1 62) 0.00015 1 RMEAKEQQTFAELLEQAK.Q

5611 667.9880 2000.9421 2000.9401 1.01 o (62) 0.00012 1 K.VSFEIVDLYGSDEEMLR.S

5612 1001.4791 2000.9438 2000.9401 174 0 102 1.16-008 1 K.VSFEIVDLYGSDEEMLRSS 5610
5635 670.6669 2008.9790 2008.9775 072 1 89 3.2e-007 1 RMEAKEQQTFAELLEQAK.Q

5651 671.6630 2011.9672 2011.9673 -0.03 0 (48) 0.0085 1 KAELPEGMAVHQVFEEQAK R

5677 673.3190 2016.9353 2016.9350 0.12 0 (67) 3.1e-005 1 KVSFEVDLYGSDEEMLR S

5678 1009.4752 2016.9358 2016.9350 037 0 (60) 0.00014 1 K.VSFEVDLYGSDEEMLR.S 5676 5679 5680
5707 1014.4844 2026.9542 2026.9517 122 0 103 9e-009 1 RNMTAIGQYEGTIVSLDDGK W

5708 676.6594 2026.9563 2026.9517 223 o (48) 0.0022 1 RNMTAIGQYEGTIVSLDDGK W

5709 10144017 2026.9688 2026.9670 0.82 0 82 1.2e-006 1 R.QVSGESEALYALSFSGMIR.N

5711 1014.9843 2027.9539 2027.9357 8.98 o (52) 0.0012 1 RNMTAIGQYEGTIVSLDDGK.W

5714 676.9951 2027.9634 2027.9622 0.58 0 @7 0.038 1 KAELPEGMAVHQVFEEQAKR

5715 1014.9910 2027.9675 2027.9622 261 o 67 3.8e-005 1 KAELPEGMAVHQVFEEQAK.R

5726 678.0196 2031.0871 2081.0871 -0.01 0 129 296011 1 RLSDVDLLSSAETAALLEER H

5727 1016.5327 2031.0507 2031.0871 6.70 0 (92) 1.36-007 1 RLSDVDLLSSAETAALLEER H

5770 1021.6005 2041.1884 2041.1857 034 0 (55) 9.9e-005 1 RVGVLTKPSLEMSAAVLSVLK A

5771 511.3042 2041.1878 2041.1857 1.04 0 (36) 0.0073 1 RVGVLTKPSLEMSAAVLSVLK A

5773 681.4037 2041.1892 2041.1857 174 0 86 6.50-008 1 RVGVLTKPSLEMSAAVLSVLK A 5772 5774
5779 1022.4893 2042.9640 2042.9619 1.01 o (53) 0.00091 1 R.QVSGESEALYALSFSGMIRN

5784 682.3301 2043.9953 2043.9935 0.88 0 @n 3.9e-008 1 R.QVSGESEALYALSFSGMIRN

5785 1023.0128 2044.0111 2043.9935 8.60 o (49) 0.0031 1 R.QVSGESEALYALSFSGMIRN

5807 1026.5408 2051.0670 2051.0623 231 0 (58) 0.00033 1 R.THPDLQGVPGMFVUNTVALR.T

5843 686.7343 2057.1811 2057.1806 024 o (70) 4.8e-006 1 RVGVLTKPSLEMSAAVLSVLKA

5844 1029.5989 2057.1832 2057.1806 127 o (56) 0.0001 1 RVGVLTKPSLEMSAAVLSVLKA

5851 667.6707 2059.9903 2059.9884 0.92 0 (60) 0.00022 1 RQUSGESEALYALSFSGMIRN

5852 1031.0029 2059.9913 2050.9884 140 0 @3) 1e-005 1 RQVSGESEALYALSFSGMIR.N

5884 690.0269 2067.0589 2067.0572 085 0 63 0.00012 1 R THPDLQGVPGMFUNTVALR.T

5885 1034.5381 2067.0616 2067.0572 215 0 (51) 0.0018 1 R THPDLQGVPGMFUNTVALR.T

5896 691.6640 2071.9702 2071.9698 0.18 1 (54) 0.00055 1 KAEVDLHVFEAKEDEADQK I

5897 519.0001 2071.9714 2071.9608 0.76 1 (46) 0.0041 1 KAEVDLHVFEAKEDEADQK.I

5898 1036.9959 2071.9771 2071.9608 354 1 63 8.2e-005 1 KAEVDLHVFEAKEDEADQK.I

5942 521.7911 2083.1352 2083.1360 -0.40 1 45 0.0047 1 KKHLLLLDMHHIIADGVSR.G 5944 5947
5973 697.6919 2090.0538 2080.0531 0.34 o 1) 0.00023 1 K.GGNTAIAAYVTPESADIEALK.S

5974 1046.0375 2090.0604 2090.0531 348 0 67 4.96-005 1 K.GGNTAIAAYVTPESADIEALK S

5978 698.3449 2092.0129 2092.0081 227 0 (83) 1.36-006 1 RTNADVQDMPGMFVNTLALR. M

5979 1047.0143 2002.0140 2092.0081 2.80 0 (95) 7.56-008 1 R TNADVQDMPGMFVNTLALR.M

6007 701.0408 2100.1007 21000997 046 2 15 676-010 1 RKLVEQGLQKGETAAIMNDR.S

6008 526.0326 2100.1015 2100.0997 0.85 2 (58) 0.00033 1 RKLVEQGLQKGETAAIMNDR.S

6032 703.6739 2107.9998 2108.0031 -1.53 o (82) 1.2e-008 1 R.TNADVQDMPGMFVNTLALR M

6033 1055.0090 2108.0035 2108.0031 021 0 (101) 1.6e-008 1 R.TNADVQDMPGMFVNTLALR.M

6034 703.6752 2108.0037 2108.0031 029 o (92) 1.2e-007 1 R.TNADVQDMPGMFVNTLALR.M

6035 1055.0115 2108.0084 2108.0031 252 0 102 1.1e-008 1 R.TNADVQDMPGMFVNTLALR.M

6064 530.0313 2116.0958 2116.0946 0.60 2 (59) 0.00035 1 RKLVEQGLQKGETAAIMNDR.S

6065 706.3726 2116.0960 2116.0946 0.67 2 (74) 16-005 1 RKLVEQGLQKGETAAIMNDR.$

6067 1059.0585 2116.1024 2116.0946 3.67 2 (86) 5.86-007 1 RKLVEQGLQKGETAAIMNDR.$

6069 706.6876 2117.0410 2117.0429 -0.89 0 63 0.00013 1 KDLFQHPTIEELTQYVERA 6070

6073 1059.5322 2117.0499 2117.0420 3.30 0 (50) 0.0022 1 KDLFQHPTIEELTQYVER A

6078 707.0209 2118.0410 2118.0269 6.64 0 (45) 0.0084 1 KDLFQHPTIEELTQYVER A

6087 707.6629 2119.9669 2119.9633 170 1 69 1.7e-005 1 R.NGQFVLSCSYNEKEFER A

6093 709.0067 2123.9983 2123.9980 0.15 0 (&4) 7.7e-007 1 R.TNADVQDMPGMFVNTLALR.M

6095 1063.0112 2124.0079 2123.9880 4.67 o (100) 1.9e-008 1 R.TNADVQDMPGMFVNTLALR.M

6101 709.6522 2125.9347 2125.9341 028 1 72) 4.86-008 1 KWLGKQDNEEAESYWSER.L

6102 1063.9752 2126.9359 2125.9341 0.86 1 103 3.8e-009 1 KWLGKQDNEEAESYWSER.L

6304 723.6983 2168.0670 2166.0684 063 1 54 0.00098 1 KAELPEGMAVHQVFEEQAKR T

6306 1085.0441 2168.0736 2166.0684 239 1 (@5) 0.0088 1 KAELPEGMAVHQVFEEQAKR T

6323 544.3251 21732714 2173.2605 0.0 0 (30) 0.025 1 KRPTIGRPIANAGALVLNEALK L 6328
6324 725.4311 21732714 2173.2695 091 0 41 0.0021 1 KRPTIGRPIANAGALVLNEALK.L 6321 6325
6339 1089.5162 2177.0179 2177.0317 633 0 (a6) 0.0046 1 K.GFTPEISFNYLGQFDSEVK.T 6338 6340 6342
6341 726.6852 2177.0337 2177.0317 0.82 o 60 0.0002 1 K.GFTPEISFNYLGQFDSEVK.T

6373 729.0285 2184.0637 2184.0633 0.16 1 4n 0.0042 1 KAELPEGMAVHQVFEEQAKR.T

6374 547.0236 2184.0851 2184.0633 0.83 1 (44) 0.0083 1 KAELPEGMAVHQVFEEQAKR.T 6372
6387 730.3582 2188.0528 2188.0549 0.4 0 (82) 1.26-008 1 R.DAAFADIFTAVQQHAVEAER.Y

6389, 1095.0400 2188.0855 2188.0548 4.88 o 105 6.3e-009 1 R.DAAFADIFTAVQQHAVEAER.Y

6447 736.3616 2203.0831 2203.0845 065 o (60) 0.00022 1 KQEGISVPDSYTGDVILLDGSR.T
6448 1102.5398 2203.0850 2203.0645 025 0 74) 7.86-006 1 KQEGISVPDSYTGDVILLDGSR.T

6478 1106.6033 2211.1920 22111939 -0.86 1 (@5) 0.0046 1 KELALLYKGEQLPEPALHYKD

6479 738.0725 2211.1957 22111939 082 1 48 0.0023 1 KELALLYKGEQLPEPALHYKD



6483 7383627 22124262 22121223 179 0 75) 9e-006 1 KAVADNPNQPLSSLSLVTETEK.Q

6484 11070732 2124319 22121223 4.36 0 83 1.3e-008 1 KAVADNPNQPLSSLSLVTETEK.Q

6502 1111.0537 22200910 0.3 0 103 1.36-008 1 K.QEGISVPDSYTGDVILLDGSR.T

6503 7410383 220,010 0.7 [ (87) 446007 1 K.QEGISVPDSYTGDVILLDGSR.T

6524 7427029 2225.0865 0.4 [ (55) 0.00074 1 KARPAVTYNGQSWTYGELNAK.A 6525 6527
6529 1113.5554 2225.0865 440 [ €0 0.00023 1 KARPAVTYNGQSWTYGELNAKA

6535 743.0343 2226.0705 474 ] 7 0.0049 1 KARPAVTYNGQSWTYGELNAKA

6541 7456801 2234.0168 070 1 62 876-005 1 KEQTNYQKDEEYWLDVFK.G

6542 1118.0207 2234.0168 456 1 (43) 0.0082 1 KEQTNYQKDEEYWLDVFK.G

6562 1121.0503 22400762 3.08 0 15 730010 1 RSPLFSVMFNMQNMEIPSLR L

6569 748.0366 2241.0632 1.0 0 (54) 0.001 1 R.SPLFSVMFNMQNMEIPSLR.L

6608 753.0319 22560741 .15 0 79) 246-006 1 R.SPLFSVMFNMQNMEIPSLR.L

6609 11200477 22560741 3.02 0 72) 1.36-005 1 R.SPLFSVMFNMQNMEIPSLR.L

6652 7583621 2272,0690 1.7 [ (68) 256005 1 R.SPLFSVMFNMQNMEIPSLR.L

6653 756.3643 2272.0690 0.9 [ (62) 0.00012 1 RSPLFSVMFNMQNMEIPSLR L

6654 1137.0432 2272.0690 126 0 (38) 0.029 1 RSPLFSVMFNMQNMEIPSLR L

6655 1137.0440 22720690 191 ] (83) 1e-006 1 R.SPLFSVMFNMQNMEIPSLR.L.

6701 760.7367 22791910 121 1 (57) 0.00051 1 KALPVPTDKTVHQLFEETAQRH

6703 570.8054 2279.1910 059 1 73 1.16-005 1 KALPVPTDKTVHQLFEETAQRH

6728 763.6975 2288.0639 296 0 7 3e-006 1 RSPLFSVMFNMQNMEIPSLR L

6748 1145.5337 2289.0479 2.3 0 (44) 0.0055 1 R.SPLFSVMFNMQNMEIPSLR.L

6757 7643706 22901158 058 0 (1) 0.0002 1 KVESAFEQTSFDFNLIVYPGK.T

6758 1146.0674 22001158 194 0 61 0.0002 1 KVESAFEQTSFDFNLIVYPGK.T

6841 772.0585 2313.1488 047 2 7 226005 1 KAEVDLHVFEAKEDEADQKIK.E

6855 7727526 2315.2346 064 1 54 0.00079 1 KIGINLEGHGREDIIPNVNISRT 6859

6924 7787322 2333.1750 0.14 1 (69) 3.96-005 1 KDKGGNTAIAAYVTPESADIEALK.S

6925 1167.5099 2333.1750 433 1 70 27e-005 1 KDKGGNTAIAAYVTPESADIEALK S

6929 779.0817 2334.2179 225 1 6 8.96-005 1 RAEGKQADQGPVEGEVILTPIQRW

6955 782.3980 2344.1546 749 ] 61 0.0002 1 KEQLTLONLSISPYEAHQGTSKF

6958 783.0201 2346.0652 0.15 0 (87) 226-007 1 RNLTNYVSWFSEEASLTENDK.T

6959 11740426 2346,0652 214 0 o7 266008 1 RNLTNYVSWFSEEASLTENDK.T

6964 7843675 2350.0753 225 1 (80) 1.4e-006 1 U KDEYVNKEYSFTWDETLVGRI

6965 1176.0492 2350.0753 361 1 ) 5.46-008 1 U KDEYVNKEYSFTWDETLVGRI

6978 7653679 2358.1372 194 1 70) 246005 1 RNMTAIGQYEGTIVSLDDGKWRN

6979 1177.5807 2358.1372 408 1 101 20-008 1 RNMTAIGQYEGTIVSLDDGKWRN

6991 786.0500 2355.1053 972 1 (66) 5.76-005 1 RNMTAIGQYEGTIVSLDDGKWRN

7025 790.7201 2360.1322 265 1 (87) 5.16-007 1 RNMTAIGQYEGTIVSLDDGKWRN 7023
7026 11855775 2369.1322 351 1 (85) 8.4-007 1 RNMTAIGQYEGTIVSLDDGKWRN 7022
7027 790.7316 2369.1685 184 ] (58) 0.00042 1 R.QLAAYMEASAVSGGHQVLKPADK Q
7035 7914074 23712004 2371.1842 685 0 (42) 0018 1 R.QLAAYMEASAVSGGHQVLKPADK Q
7073 5075562  2386.1955 23861851 .18 0 (42) 0.017 1 R.OLAAYMEASAVSGGHQVLKPADK.Q
7074 7964062  2386.1967 23861851 0.70 0 62 0.0002 1 R.QLAAYMEASAVSGGHQVLKPADK.Q
7100 11985979 23951812 2395.1763 207 0 ©7) 56-008 1 R.QTISYNMPSVLLMEGELDISR.L

7101 7994012 23951817 23051763 226 [ (81) 226006 1 RQTISYNMPSVLLMEGELDISR.L

7102 11991038 2306.1930  2396.1603 136 [ (53) 0.0012 1 R.QTISYNMPSVLLMEGELDISR L

7141 8047308 24114705 24111712 031 0 (62) 0.00014 1 R.QTISYNMPSVLLMEGELDISR L

7142 12065045 24114744 24114712 132 ] (101 20-008 1 RQTISYNMPSVLLMEGELDISRL 7144
7143 8047325 24114758 24111712 190 ] 104 1e-008 1 RQTISYNMPSVLLMEGELDISR L

7175 8087633 24232681 24232710 -1.19 0 (54) 000092 1 RTEAGDHLLIAVHHLVVDGVSWR.| 7185 7189
7186 6088262 24232758 24232710 199 0 57 000039 1 RTEAGDHLLIAVHHLVVDGVSWR.| 7174 7176 7177 7178 7180 7183 7184
7195 8004052 24251936  2425.1847 045 1 51 0.0024 1 RMVYREENGDIVQAYKPIGESKV

7197 12136079 24252013 24251947 270 1 (38) 0.041 1 RMVYREENGDIVQAYKPIGESKV

7208 810.0636  2427.1890  2427.1661 147 0 ©7) 456-008 1 R.QTISYNMPSVLLMEGELDISR.L

7209 12145050  2427.1754  2427.1661 381 [ (91) 236007 1 RQTISYNMPSVLLMEGELDISR.L

7210 8100606  2427.1871 24271627 100 1 (43) 0.013 1 RMVYREENGDIVQAYKPIGESKV

7219 8117325 24324758 24324747 044 1 (81) 216-006 1 REEDIGLSFDYATALFKDETIR R

7220 1217.0088 24321820 24321747 3.39 1 103 1.16-008 1 REEDIGLSFDYATALFKDETIRR

7241 8147368 2441.1886  2441.1896 041 1 (43) 0014 1 RMVYREENGDIVQAYKPIGESKV

7247 8150664 24421774 2442.1736 154 1 (44) 0.0088 1 RMVYREENGDIVQAYKPIGESKYV

7280 8200763 24572120  2457.2097 130 1 57 0.00046 1 KVSFEVDLYGSDEEMLRSQIK.|

7323 12376162 24732159 2473.2046 456 1 47 0.005 1 K.VSFEVDLYGSDEEMLRSQIK.I

7332 827.0633 24781680 24781703 0.1 2 103 1.1e-008 1 U KKDEYVNKEYSFTWDETLVGRI 7333 7335
7334 6205408 24781701 24781703 -0.08 2 (48) 0.0037 1 U KKDEYVNKEYSFTWDETLVGRI 7336 7337
7341 6273032 2479.15T7 24791543 138 2 (60) 000022 1 U KKDEYVNKEYSFTWDETLVGR.

7365 8307615  2489.2626  2489.2550 3.04 2 60 0.0003 1 K.GREEDAEEIKAFVQPFELNR A

7366 8307760  2489.3062 24893013 196 1 57 0.00048 1 KGGNTAIAAYVTPESADIEALKSALK E
7370 8317926 24923560 24023540 0.80 ] 7 5.50-006 1 KTANLHQVTGPNLFQAVWGIVLSK.Y

7371 12471855 ~ 2492.3565  2482.3540 103 ] (68) 3.40-005 1 KTANLHQVTGPNLFQAVWGIVLSK.Y

7380 8340624  2499.1655  2489.1652 0.10 ] (50) 0.0019 1 KELPAPQSEAVQPEYAAPETESEK K

7381 12505014 2490.1683  2490.1652 123 0 66 450-005 1 KELPAPQSEAVQPEYAAPETESEK K

7391 6265673  2502.2309 25022300 0.36 1 63 0.00014 1 KDLFQHPTIEELTQYVERAEGK.Q 7390
7392 8350873 25022400 25022300 0.29 1 (60) 0.00031 1 KDLFQHPTIEELTQYVERAEGK Q 7395
7416 8377620 25102641 25102614 1.06 0 (50) 0.0031 1 U KVLFEKPTIQEMALYLEENESK.E

7449 8430042 25262607  2526.2563 175 [ 67 5.36-005 1 U KVLFEKPTIQEMALYLEENESK.E

7459 8437604 25282503  2528.2603 -3.96 [ 2 0.011 1 RVYILGEGNQVQPEGVAGELCVAGR.G
7528 6440744 25722685 25722670 058 1 a3 0.015 1 KVERDAAFADIFTAVQQHAVEAER Y

7601 6523205 26052520 26052383 559 ] “2) 0.017 1 KMYGHTEFINHYGPTEATIGAIAGRV

7631 8737751 26183034  2618.3050 -0.60 1 6 0.00013 1 KLEMKDLFQHPTIEELTQYVERA

7632 6555839 26183063  2618.3050 051 1 (a1) 0.024 1 KLEMKDLFQHPTIEELTQYVER A

7645 6563158 26212321 2621.2338 043 0 (42) 0015 1 KMYGHTEFINHYGPTEATIGAIAGRV

7646 8747516 26212329 26212333 .12 0 53 0.0011 1 KMYGHTEFINHYGPTEATIGAIAGR.V

7647 13116263 26212381 26212333 186 0 (45) 0.0074 1 KMYGHTEFINHYGPTEATIGAIAGR.V

7667 8767603  2627.2591 26272602 042 1 48 0.0043 1 KELPAPQSEAVQPEYAAPETESEKK.L
7669 6767613  2627.2620  2627.2602 070 1 8 0.0068 1 KKELPAPQSEAVOPEYAAPETESEKK
7686 6791081  2634.3024  2634.2000 095 1 (62) 0.00021 1 KLEMKDLFQHPTIEELTQYVER A

7746 8804619  2665.3637  2665.3640 0.09 [ 7% 476006 1 R.TVGWFTAQYPVVLDISDADASAVIK.T 7745 7747
7749 13336032 26653719  2665.3640 299 ] 74) 1.16-005 1 RTVGWFTAQYPVVLDISDADASAVIKT
7796 6716164 26824365 26824327 140 ] (89) 26e-007 1 RIELSEIEVQLAQLSEVQDAAVTAVK.D
7797 8951539 26824308 26824327 264 ] a1 1.4-009 1 RIELSEIEVQLAQLSEVQDAAVTAVK.D
7799 13422200 26824434 26824327 4.00 0 13 850-010 1 RIELSEIEVQLAQLSEVQDAAVTAVK.D
7812 8988202  2687.4380  2687.4362 029 1 107 41e-009 1 KLLLKQEGISVPDSYTGDVILLDGSRT 7813
7815 13452283 26884420 26884222 7.87 1 (69) 236-005 1 KLLLKQEGISVPDSYTGDVILLDGSR.T
7910 9004529 27253368 27253417 178 0 72) 26-005 1 K.SLMAETDTTMYMFLLAAFNVLLSK.Y
7919 9114301 27312683 27312768 3.0 1 52 0.0013 1 R.DTSRSPLFSVMFNMQNMEIPSLR.L

7920 0114366 27312881 27312768 415 1 (1) 0.019 1 RDTSRSPLFSVMFNMQNMEIPSLR L

7921 6641135 27324250 27524232 067 2 (56) 0.00066 1 KDKGGNTAIAAYVTPESADIEALKSALKE
7922 o118165 27324278 27324232 167 2 72 1.76-005 1 KDKGGNTAIAAYVTPESADIEALKSALK E
7923 13672250 27324354 27324232 447 2 (40) 0025 1 KDKGGNTAIAAYVTPESADIEALKSALKE
7937 9147875 27413408 2741.3366 154 ] (80) 3.26-006 1 KSLMAETDTTMYMFLLAAFNVLLSKY
7938 13716794 27413443 2741.3366 283 0 o1 26e-007 1 KSLMAETDTTMYMFLLAAFNVLLSKY
7946 8171006 27482799 27482557 8.82 1 47 0.0043 1 RDTSRSPLFSVMFNMQNMEIPSLR.L

7952 6083401  2749.3315 27493282 149 1 £ 0.049 1 RKMYGHTEFINHYGPTEATIGAIAGR.V
7964 6808448 27553503 27553551 -1.76 2 45 0.01 1 KKELPAPQSEAVQPEYAAPETESEKK.L
7967 18796768  2757.3370 27513315 2.00 [ (62) 000018 1 K.SLMAETDTTMYMFLLAAFNVLLSK.Y
7968 9201205  2757.3396 27573315 294 ] ©7) 5.50-005 1 KSLMAETDTTMYMFLLAAFNVLLSKY
7992 13866790  2771.3434 27713727 -10.60 1 48) 0.005 1 RILLEDFASGYMQAEKEESLVFPQK.T

7995 6938500 27713745 27713727 062 1 (52) 0.0021 1 RILLEDFASGYMQAEKEESLVFPQKT
8012 696.6327 2782.5019 2782.5051 -1.16 0 (59) 0.0002 1 RHLLLIDMHHITDGSSTGILIGDLAK.I 8011 8013 8014
8029 607.8486  2787.3652  2787.3677 -0.89 1 83 1.66-006 1 RILLEDFASGYMQAEKEESLVFPQKT
8077 9338403 27984992  2788.5000 0.2 0 ] 000014 1 RHLLLIDMHHITDGSSTGILIGDLAK.| 8080 8085
8079 7006322 27984997 27685000 <0.13 0 (59) 0.00022 1 RHLLLIDMHHITDGSSTGILIGDLAK.| 8078 8082 8084
8083 5607084  2798.5058 27685000 2.6 0 (42) 0.01 1 RHLLLIDMHHITDGSSTGILIGDLAK.|

8185 458151 28344235 28344201 123 0 (52) 0.0018 1 KETLPDYMIPAFWVTLNELPVTANGK.V
8186 14182224 28344303 28344201 3.60 [ 6 000016 1 KETLPDYMIPAFWVTLNELPVTANGK.V
8307 6718508 20125202 29125268 030 1 73 1.36-005 2 K.TASLQAFEHQSYPLEELIEKLPLTR.D 8306 8311
8310 729.1400 2912.5309 29125283 0.80 1 (69) 296005 1 K.TASLQAFEHQSYPLEELIEKLPLTR.D 8305 8308 8309
8313 0721830 20135273 20135123 514 1 (55) 0.00074 1 KTASLQAFEHQSYPLEELIEKLPLTR.D
8342 7323950 20255547 29255546 0.02 1 (65) 6.50-005 1 RIELSEIEVQLAQLSEVQDAAVTAVKDK.G



8343 876.1967 2025.5683 20255546 4.69 1 80 1.5e-006 1 R.IELSEIEVQLAQLSEVQDAAVTAVKDK.G

8356 1468.2330 28344515 2934.4309 3.94 1 39 0.042 1 KAGGAFVPIDPDYPDQRIEYILQDSGAK L

8380 9834919 2947.4540 2047.4491 1.65 0 65 0.00011 1 K.FDLTLGGFTDENGIGLQLEYATDLFAKE

8381 14747353 2947.4581 2947.4491 238 o (60) 0.00034 1 KFDLTLGGFTDENGIGLQLEYATDLFAK.E

8393 1476.7279 29514413 29514301 3.78 0 (85) 0.0011 1 K.QTNLSALEHQEYPFEDLVNQLDLPRD

8399 985.1497 29524273 29524141 448 0 (56) 0.00085 1 K.QTNLSALEHQEYPFEDLVNQLDLPRD 8400

8428 990.4901 2068.4483 2068.4566 -2.80 o 104 1.3e-008 1 K.QTNLSALEHQEYPFEDLVNQLDLPR.D 8429 8430

8441 1485.7396 2969.4647 2960.4406 8.10 0 (42) 0.021 1 K.QTNLSALEHQEYPFEDLVNQLDLPRD

8463 993.4947 2977.4624 2977.4507 083 1 42 0.025 1 KFDLSLEAVEREEDIGLSFDYATALFK.D

8514 1003.5480 3007.6252 3007.6205 156 o 47 0.0027 1 K.QLSLTLPSHMIPAFFVQVDAIPLTANGK.T

8535 1008.8796 3023.6171 3023.6154 0.55 0 42) 0.01 1 K.QLSLTLPSHMIPAFFVQVDAIPLTANGK.T

8584 7656606 3058.6135 3058.6186 -1.68 1 @7 4.7e-008 1 RGYRIELSEIEVQLAQLSEVQDAAVTAVKD 8586

8587 10205485 3058.6236 3058.6186 1.62 1 86 5.76-007 1 RGYRIELSEIEVQLAQLSEVQDAAVTAVKD 8588

8591 1530.8165 3059.6185 3059.6026 5.19 1 72) 1.3e-005 1 R.GYRIELSEIEVQLAQLSEVQDAAVTAVK.D

8592 1531.2720 3060.5294 3060.5267 0.89 0 (65) 0.00012 1 RMAQTGAVSFDAGTFEVFGALLNGAALYPVKK

8593 1021.1850 3060.5332 3060.5267 212 0 114 1.36-009 1 RMAQTGAVSFDAGTFEVFGALLNGAALYPVKK

8594 1531.3201 3060.6256 3060.5866 127 1 (40) 0.021 1 RGYRIELSEIEVQLAQLSEVQDAAVTAVK.D

8615 1024.8264 3071.4574 30714513 201 0 (78) 1.36-005 1 K.QASPSLSLWNGYGPTENTTFSTSFLIDRE

8643 1545.2473 3088.4801 30884778 073 0 (96) 8.50-008 1 K.QASPSLSLWNGYGPTENTTFSTSFLIDRE

8644 1030.5026 3088.4859 3088.4778 261 o 107 5.8e-009 1 K.QASPSLSLWNGYGPTENTTFSTSFLIDRE

8683 1037.1984 3108.5733 3108.5624 3.50 0 38 0.048 1 U KTLSQSLPDYMVPAHLIQMDNLPLTPNGK.I

8690 778.8745 3111.4689 3111.4686 0.41 1 63 0.00015 1 U K.GEQLPEPALHYKDFAVWQNEAEQQER.M

8691 1038.1646 31114718 3111.4686 1.04 1 (52) 0.0017 1 U K.GEQLPEPALHYKDFAVWQNEAEQQER.M

8725 784.9368 3136.7180 3135.7155 0.80 1 (33) 0.048 1 R.KQLSLTLPSHMIPAFFVQVDAIPLTANGK.T

8755 1051.5603 3151.7191 3151.7104 278 1 49 0.0014 1 RKQLSLTLPSHMIPAFFVQVDAIPLTANGK.T

8797 1058.8679 31735819 31735703 3.67 1 45 0.01 1 RQIVEVFNSTKAELPEGMAVHQVFEEQAK R

8843 1595.3157 3188.6168 3188.6216 -1.52 1 (52) 0.0023 1 RMAQTGAVSFDAGTFEVFGALLNGAALYPVKKE

8845 1063.8840 3188.6303 3188.6216 27 1 92 1.86-007 1 RMAQTGAVSFDAGTFEVFGALLNGAALYPVKKE

8847 1064.2065 3189.5978 3189.6056 246 1 (79) 3.90-006 1 RMAQTGAVSFDAGTFEVFGALLNGAALYPVKKE

8850 638.9350 3189.6386 3189.6056 103 1 (54) 0.0012 1 RMAQTGAVSFDAGTFEVFGALLNGAALYPVKK E

8975 1609.8441 3217.6737 32176733 0.42 1 (55) 0.00083 1 K.SALKETLPDYMIPAFWVTLNELPVTANGK.V

9017 809.4241 3233.6674 3233.6682 025 1 (44) 0.012 1 K.SALKETLPDYMIPAFWVTLNELPVTANGK.V

9022 1079.2324 3234.6754 32346522 7.8 1 57 0.00051 1 K.SALKETLPDYMIPAFWVTLNELPVTANGK.V

9101 8264412 3301.7355 3301.7405 -1.51 2 1) 2e-006 1 R.GYRIELSEIEVQLAQLSEVQDAAVTAVKDK.G

9104 826.6917 3302.7877 33027245 4.00 2 87 4.26-007 1 RGYRIELSEIEVQLAQLSEVQDAAVTAVKDK.G

9105 826.9453 3303.7521 3303.7085 18.2 2 (40) 0.021 1 RGYRIELSEIEVQLAQLSEVQDAAVTAVKDK.G

9145 1106.2249 3315.6527 3315.6412 348 1 114 1.36-009 1 KVKQASPSLSLWNGYGPTENTTFSTSFLIDRE

9255 1121.5629 3361.6688 3361.6506 4.80 1 40 0.039 1 KDEEYWLDVFKGELPILDLPADFERPAER.S

9261 1124.5023 3370.7550 3370.7523 0.81 0 “ o011 1 KTVLLSSYAFDLGYTSMFPVLLGGGELHVQK E

9295 849.9526 3395.7815 33857912 -2.86 1 39 0.028 1 K.QLSLTLPSHMIPAFFVQVDAIPLTANGKTDRN

9328 1715.2101 3428.4056 3428.4146 =2.61 o 83 5.9e-008 1 K.EFTPSDFSAEDLEMDEMGDIFDMLEENLK.-

9329 1143.8120 34284142 3428.4146 .11 o (48) 0.00023 1 K.EFTPSDFSAEDLEMDEMGDIFDMLEENLK.-

9330 1143.8217 34284432 3428.4146 834 o (43) 0.0013 1 K.EFTPSDFSAEDLEMDEMGDIFDMLEENLK.-

9345 1149.1476 34444209 3444.4005 3.32 o (38) 0.0021 1 K.EFTPSDFSAEDLEMDEMGDIFDMLEENLK.-

9385 876.6659 3502.6347 35026310 1.05 0 (46) 0.008 1 R.SALDGNLLNHLVAFENYPLDQELENGSMEDR L

9386 1168.5546 3502.6419 35026310 3.10 0 (43) 0.014 1 R.SALDGNLLNHLVAFENYPLOQELENGSMEDR L

9399 1173.8870 3518.6391 3518.6259 3.72 0 54 0.00088 1 R.SALDGNLLNHLVAFENYPLOQELENGSMEDR L

9402 880.9137 3519.6257 3519.6100 447 0 (38) 0.033 1 R.SALDGNLLNHLVAFENYPLOQELENGSMEDR L

9404 1760.8239 3519.6331 3519.6100 6.59 0 (47) 0.0044 1 R.SALDGNLLNHLVAFENYPLOQELENGSMEDR L

9563 727.9620 3634.7738 3634.7759 -0.58 1 (39) 0.048 1 R.QLAAYMEASAVSGGHQVLKPADKQDMYPLSSAQK.R
9572 910.9588 3639.8061 3639.8018 1.19 1 (84) 1.2e-006 1 U KVLFEKPTIQEMALYLEENESKEEQTFEPIR.Q

9576 12146110 3640.8111 3640.7858 6.94 1 (49) 0.0042 1 U KVLFEKPTIQEMALYLEENESKEEQTFEPIR.Q

9581 811.7124 3642.8205 3642.8165 1.08 o 1) 3.2e-005 1 KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGRA

9582 7295720 3642.8237 3642.8165 1.87 o (45) 0.011 1 KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGRA

9583 1215.2849 3642.8329 36428165 449 0 78 5.56-006 1 KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGR A

9587 911.9630 3643.6229 3643.8006 6.14 0 (64) 0.00014 1 KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGR A

9601 913.7011 3650.7751 3650.7708 1.16 1 48 0.0061 1 RQLAAYMEASAVSGGHQVLKPADKQDMYPLSSAQK R

9607 914.9559 3655.7946 3655.7967 -0.56 1 105 1.16-008 1 U KVLFEKPTIQEMALYLEENESKEEQTFEPIR.Q

9610 1219.9457 3656.8152 3656.7807 9.44 1 (75) 1.16-005 1 U KVLFEKPTIQEMALYLEENESKEEQTFEPIR.Q

9668 1232.2299 3693.6678 3683.6610 183 1 4“ 0.013 1 K QF 'DMGR.Q

9800 1250.9479 3749.8218 37498134 223 0 55 0.0014 1 R.LNDYFETNGVTITFLPTQLAEQFMELENTSLR.V

9906 1273.1995 3816.5766 3816.5740 0.68 1 44 0.00047 1 K.EDKEFTPSDFSAEDLEMDEMGDIFDMLEENLK .-

9972 1289.9868 3866.9386 3866.9135 6.50 1 4“ 0.028 1 R.LSDVDLLSSAETAALLEERHMTQITEATFAALFEK.Q

10018 13146512 3940.9319 3940.9271 122 o 46 0.0098 1 K.DWAEELAAFSQSAHLLQQAEYWSQIAAEQVSPLPK.D
10023 986.5008 3941.9721 3941.9567 340 2 48 0.0087 1 U KELALLYKGEQLPEPALHYKDFAVWQNEAEQQERM

10089 1008.0208 4026.0539 4026.0354 4.60 0 70 3.56-005 1 KYNFTDDVVFGTVVSGRPSEINGIETMAGLFINTIPVRV
10107 1012.2624 4045.0205 4044.9626 143 1 (58) 0.00056 1 RNPLFNVMVTTENPDKEQLTLQNLSISPYEAHQGTSKF
10113 1012.5145 4046.0290 4045.9983 7.59 0 (45) 0.013 1 KYNFTDDVVFGTVVSGRPSEINGIETMAGLFINTIPVR V
10132 1015.7559 4058.9946 4058.9895 125 1 (74) 1.56-005 1 RNPLFNVMVTTENPDKEQLTLQNLSISPYEAHQGTSKF
10133 1354.3420 4060.0069 4059.9735 822 1 78 6.50-008 1 R.NPLFNVMVTTENPDKEQLTLQNLSISPYEAHQGTSK F
10172 1032.2467 4124.95T7 4124.9623 -1.42 0 81 0.00024 1 R.TILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK.G
10176 1376.6648 4126.9725 4126.9303 102 o (55) 0.0011 1 R.TILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK.G
10182 1036.2488 4140.9660 41409572 2.42 0 4n 0.007 1 R.TILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK.G
10183 13813294 4140.9662 4140.9572 247 o (56) 0.00076 1 R.TILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK.G
10186 829.3962 4141.9549 41419413 329 0 (a1) 0.028 1 RTILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK .G
10273 1448.0633 4341.1682 43411259 9.76 1 (55) 0.0012 1 KSLMAETDTTMYMFLLAAFNVLLSKYASQDDIVGSPTAGR.T
10281 1453.7222 4358.1447 4358.1048 9.16 1 72 24e-005 1 KSLMAETDTTMYMFLLAAFNVLLSKYASQDDIVGSPTAGR.T
10285 1094.0453 4372.1521 43721317 4.66 1 (70) 3.6e-005 1 KSLMAETDTTMYMFLLAAFNVLLSKYASQDDIVGSPTAGR.T
10286 14583916 4372.1530 43721317 487 1 (65) 0.00012 1 KSLMAETDTTMYMFLLAAFNVLLSKYASQDDIVGSPTAGR.T
10291 1484.7202 4391.1388 4361.1420 073 1 55 0.0013 1 KNAGYVPV LNGAALYPVKK
10292 10987977 4391.1618 4301.1420 451 1 47 0.0068 1 KNAGYVPV LNGAALYPVKK
10322 1130.5659 4518.2346 45182131 475 1 @7 0.0086 1 K.TNSFKDWAEELAAFSQSAHLLQQAEYWSQIAAEQVSPLPK D 10324
10326 1130.8200 4519.2508 4519.2370 3.06 2 (42) 0.025 1 KNAGYVPV LNGAALYPVKK.E
10328 1507.7483 45202172 4520.1812 797 1 60 0.00042 1 K. TNSFKDWAEELAAFSQSAHLLQQAEYWSQIAAEQVSPLPK.D
10332 1131.3189 4521.2463 45212050 9.14 2 48 0.0054 1 KNAGYVPV LNGAALYPVKK E

£il674707698  non-ribosomal peptide synthetase [Bacillus subtils]
£il727789222  non-ribosomal peptide synthetase [Bacillus subtils]
£il827042897  non-ribosomal peptide synthetase [Bacillus subtils]
£il695816705  non-ribosomal peptide synthetase [Bacillus subtiis]
£il518542182  ATP-dependent isoleucine adenylase [Bacillus subliis]
£l874360654  non-ribosomal peptide synthetase [Bacillus subtils]
£l499188863  MULTISPECIES: Surfactin synthase subunit 2 [Bacillus]
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£il740642895
£il516292826
£il760325309
£il810425190
£il752706030
£il752704565
£l504288673
£il396482

£il757756184
2660519617
£il503878625
£il740641901
£il695808907
£il499188862
£il915488337
£il754291220
£il505915452
£il396481

£l674707697
2757756185
£il874360653
£il740642894
£il518087236
£il695810999
£il752706032

non-ribosomal peptide synthetase [Bacillus subliis]
ATP-dependent isoleucine adenylase [Bacillus subtils]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]

SifA2 [Bacillus sublilis]

non-ribosomal peptide synthetase, partial [Bacillus subtils]
non-ribosomal peptide synthetase, partial [Bacillus subtiis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
MULTISPECIES: Surfactin synthase subunit 1 [Bacillus]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]

sifA1 [Bacillus sublilis]

non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus sublils]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
ATP-dependent isoleucine adenylase, partial [Bacillus subtilis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
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£l695818613
£l764654743
516292825
£il753213776
£il727789220
£il752689006
£il753212334
£il827042896
£il764674907
£i[760325311
£l518543078
£l752705403
2657202728
£il639241916
£il742326967
£il753215568
£il764674904
£il764654741
£779919036
£|760454014
£l768925197
£l518087235
2695818466
£il4886972
£il443346037
£il923999290
£il695814150
£il768925675
£il504282624
£[736713228
£[768926052
£l320017752
740642284
£il917518185
£il857328634
£il917026198
£il504289870
£il919169245
£il825064565
£l504292089
£[923999429
£l740676824
2752704448
£il659925532
£il727789361
£il740642210
£il727789763
£il505917300
£il695807574
£l504282623
£[639242420
£l727789758
740642286
£il505064947
£il924004027
£il740642206
£il638114238
£il751901523
£il808340396
£il753212572
£740642208
£l827043548
2351468439
£il37577047
£il740642428
£il446490082
£il351470585
£il740642207
£il504290741
£il674584702
£il518088251
£l695818224
503155878
£il740677509
£il82502197
£il489324264
£il7460241
£il489423080
£i[763173615

non-ribosomal peptide synthetase, partial [Bacillus subtils]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subtilis]
non-ribosomal peptide synthetase [Bacillus subtilis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
ATP-dependent isoleucine adenylase, partial [Bacillus subtils]
non-ribosomal peptide synthetase, partial [Bacillus subtils]
non-ribosomal peptide synthetase, partial [Bacillus sublilis]
non-ribosomal peptide synthetase, partial [Bacillus subltilis]
non-ribosomal peptide synthetase, partial [Bacilus subtils]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]

Surfactin synthase subunit 1 [Bacillus subliis]

peptide synthetase, partial [Bacillus subliis]

non-ribosomal peptide synthetase, partial [Bacillus subtils]
non-ribosomal peptide synthetase, partial [Bacillus subtilis]
recombinant surfactinflichenysin A synthetase [Bacillus subtilis]
surfactin synthethase subunit 2 SrfAB [Bacillus subtilis subsp. inaquosorum KCTC 13429)
Surfactin synthase subunit 2 [Bacillus subliis]

non-ribosomal peptide synthetase, partial [Bacilus subtils]
peptide synthetase, partial [Bacillus subliis]

MULTISPECIES: non-ribosomal peptide synthetase [Bacillus subtilis group]
non-ribosomal peptide synthetase [Bacillus subliis]
hypothetical protein UMB9_15610, partial [Bacillus sublilis]
plipastatin synthetase [Bacillus subltiis BSn5]

non-ribosomal peptide synthetase [Bacillus subtilis]
non-ribosomal peptide synthetase [Bacillus subtilis]

peptide synthetase (Bacillus subtils]

non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]

peptide synthetase [Bacillus subtils]

MULTISPECIES: hypothetical protein [Bacillus]

Surfactin synthase subunit 1 [Bacillus subliis]

non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subtilis]
Long-chain-fatty-acid--CoA ligase [Bacillus subtilis E1]
polyketide synthase [Bacilus subtilis]

polyketide synthase [Bacilus subtilis]

non-ribosomal peptide synthetase [Bacillus subliis]

polyketide synthase [Bacillus subtilis]

polyketide synthase [Bacilus subtilis]

MULTISPECIES: non-ribosomal peptide synthetase [Bacillus subtilis group]
polyketide synthase [Bacillus subtilis]

non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subtilis]

polyketide synthase [Bacillus subtilis]

Polyketide synthase PksR [Bacillus subtiis]

polyketide synthase [Bacilus subtilis]

hypothetical protein BSNT_08422 [Bacillus subtilis subsp. natto BEST195]
Long-chain-fatty-aci

CoA ligase [Bacillus subtiis]
plipastatin synthetase [Bacillus subtilis HJ5]

non-ribosomal peptide synthetase [Bacillus subliis]

polyketide synthase [Bacillus subtilis]

non-ribosomal peptide synthetase [Bacillus subliis]

DNA-directed RNA polymerase subunit beta [Bacillus subtilis subsp. sublilis str. SC-8]
fengycin synthetase FenA [Bacillus subtilis]

integrase [Bacillus subliis]

MULTISPECIES: DNA-directed RNA polymerase subunit beta' (Bacillus cereus group]
2-oxoglutarate dehydrogenase E1 component [Bacillus sublilis subsp. subtils str. SC-8]
polyketide synthase [Bacilus subtilis]

integrase [Bacillus subliis]

non-ribosomal peptide synthase domain protein [Bacillus subtilis subsp. niger]
polyketide synthase [Bacillus subtilis]

polyketide synthase [Bacillus subtilis]

MULTISPECIES: non-ribosomal peptide synthetase [Bacillus sublilis group]
non-ribosomal peptide synthetase [Bacillus subtilis]

SubC [Bacillus subtilis]

MULTISPECIES: aconitate hydratase (Bacillus]

polyketide synthetase pksP [similarity] - Bacillus subtiis

MULTISPECIES: non-ribosomal peptide synthetase [Bacillus subtilis group]
hypothetical protein [Bacillus subliis]



Figure S16.MASCOT report for MS/MS analysisof gel excisedSrfAA bandsfrom
the B. subtilis ATCC 21332proteome.

Database + NCBInr: 4

1 resklues)

Taxonomy + Badlllus subtlls (127738 sequences)
Enzyme + Trypsin

Variable : (NQ),Gin->pyro-Glu (N-erm (M), Acsty! (Protsin N-term), Proplonamide (C)
Mass values : Monoisotopic

ProteinMass  : Unrestricied

Peptide Mass Tolerance : 15 ppm
Fragment Mass Tolerance: £ 20 mru
Max Missed Cleavages :3
Instrumenttyps  : ESFTRAP
Number of querles  : 11938

Protein hits £il740641901  non-ribosomal peptide synthetase [Bacillus subtilis]

1 £il740641901  Mass: 401919 Score: 27604 Matches: 685(685) Sequences: 245(245) emPAI 30.35
non-ribosomal peptide synthetase [Bacillus sublilis]
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Unique Peptide
21 305.1952 608.3758 608.3758 -0.07 ] 33 0.0033 1 KAHLLRI 20
95 3292182 656.4218 656.4221 046 ] 27 0.044 1 RIANVLK.Q

157 341.7466 681.4787 681.4789 031 ] 34 0.0015 1 KLVUPKE

181 347.6922 693.3608 693.3697 0.07 o 32 0.038 1 RTFDLAKA

213 358.7187 7154228 7154228 -0.01 0 3 0.045 1 KALQTVGK.G

250 365.2345 7284545 7284545 0.05 o 35 0.024 1 KVLLTQRK

213 369.7054 737.3962 737.3959 0.35 0 30 0.038 1 RTTFEIK.D

357 $81.6908 761.3850 761.3854 -0.58 0 35 0.04 1 K.GIQMASR.L

396 388.2009 774.3872 7743872 0.03 o 36 0.038 1 KQETIERW

429 397.2261 7924417 7924415 022 0 40 0.0089 1 KAMTLLTK.|

480 4017371 801.4506 801.4506 0.00 ] 43 0.0096 1 RVLLTGGOKL

487 402.7400 803.4854 803.4654 001 ] 42 0.0068 1 RAFQGLIRR

641 421.2204 840.4263 8404276 -1.53 ] (a1) 0.0054 1 KGVMIEHR.Q

688 4247350 847.4555 847.4552 0.34 o 37 0.03 1 R.GVSYVAPRN

716 4292186 856.4226 8564225 0.15 0 45 0.0023 1 K.GWIEHR.Q

759 437.2431 8724716 8724716 0.02 1 52 0.00094 1 KLDAGVKDR.L

798 4482015 890.3883 890.3882 0.12 0 31 0.044 1 KEWTGQDR.V

943 459.7213 917.4281 9174217 0.51 1 @7 0.014 1 K.QMKEDIRH

949 307.1605 918.4596 918.4503 040 1 (43) 0.0084 1 K.QMKEDIR H

950 4602379 918.4613 918.4503 2.19 1 45 0.0047 1 KQMKEDIRH

962 4617351 921.4557 921.4556 0.09 ] 42 0.0074 1 RLQDFANSKA

984 462.2267 9224387 9224306 081 ] (39) 0013 1 RLQDFANSKA
1006 464.2485 926.4824 926.4821 0.34 ] 49 0.00077 1 KGEQLPDLRL
1043 467.7370 9334505 933.4580 059 o 52 0.00074 1 KETVLDMARL
1049 468.2636 9345125 9345124 020 0 56 0.0002 1 RJIAFSLEAGKA
1072 469.2505 936.4865 9364851 154 1 33) 0.049 1 RKIMFGGERA
1075 469.7402 937.4858 9374657 0.11 1 3 0.044 1 KKDQAYWK.E
1184 4742905 946.5845 946.5851 -0.66 1 4 0.00089 1 RKLFALEVKA
1185 318.5357 946.5653 946.5651 0.18 1 @7 0.045 1 RKLFALEVKA
1189 4752579 948.5013 948.5029 -1.66 o 50 0.0016 1 KFDLTVQARE 1190
1207 477.2489 9524793 952.4800 077 1 38 0014 1 RKIMFGGERA
1247 479.2794 956.5442 956.5443 -0.10 ] 40 0.0058 1 KQALLOAWK.G
1253 479.7533 957.4920 957.4920 0.03 ] 34 0.03 1 RYLTAPEHKE
1447 4947568 987.4990 987.4985 047 1 72 7.8e-008 1 REDDQVKVR.G
1500 501.2029 1000.5713 1000.5706 077 0 56 0.00028 1 KIDQLPLFRI
1527 504.2564 1006.49682 1008.4971 1.1 o 54 0.00055 1 KALAEEAEFK.G
1620 5152883 1028.5620 1028.5614 053 0 58 0.00018 1 RGILSLGAGEGR.T
1633 518.2722 1030.5299 1030.5295 041 0 49 0.0019 1 K.GTAASISPAEK.Q
1634 516.2723 1030.5301 1030.5205 0.63 o 55 0.0005 1 RLTGELDVERL 1632
1669 5217645 1041.5144 1041.5131 123 0 38 0.012 1 KLTIDFOYRT
1679 5223268 1042.6390 10426386 0.35 1 40 0.0086 1 RVLLTGGOKLKR
1784 535.2802 1068.5457 1068.5451 0.59 ] (62) 4.86-005 1 RQLEEQAVAAK L
1851 543.7029 1085.5713 10855717 0.36 ] 70 9.36-006 1 RQLEEQAVAAK L
1864 363.8731 1088.5976 1088.5978 021 1 56 0.00044 1 KLFKEAGTAPRL
1865 545.3064 1088.5982 1088.5878 0.39 1 (55) 0.00054 1 KLFKEAGTAPR.L
1870 545.8221 1089.6297 1089.6290 0.68 o @7 0.013 1 RMITAIMGILK.A
1877 547.2849 1092.5553 1092.5564 -1.00 0 60 0.00016 1 KAVSGTAYTAPRN
1925 553.8192 1105.6237 1105.6238 -0.14 0 (34) 0.041 1 RMITAIMGILKA
1953 557.3164 1112.6183 11126189 0.61 0 63 3.86-005 1 RIGLLGLEENRH
1973 569.2071 1116.5797 1116.5768 0.76 0 47 0.0031 1 RVNVHLEGHGR.E
1992 561.8167 1121.6189 11216188 0.04 ] 42 0.0047 1 RMITAIMGILKA
2049 569.7027 1137.5708 1137.5706 0.13 ] 44 0.0046 1 KQFIQSELYKK
2080 5742704 1146.5262 11465265 024 ] 82 4.96-007 1 RNASAGGSLDAER F
2084 574.7628 11475110 1147.5105 040 o 67) 1.1e-005 1 RNASAGGSLDAERF 2083
2108 576.8218 1151.6291 1151.6200 -0.63 0 40 0.0072 1 RALPIPDANVSR.G
2123 578.3069 1154.5962 1154.5872 1.78 o @7 0.018 1 K.QFIQSELYKK
2135 580.2863 1158.5581 1158.5557 2.04 0 40 0.0076 1 KTVQTFSDSFKA 2134
2138 580.2011 1158.5677 1158.5660 0.69 0 56 0.00023 1 KHADDLGYQLK.Q
2266 300.6920 1196.7389 1198.7397 074 2 56 0.00011 1 RVLLTGGDKLKRA
2267 4005672 1198.7397 1198.7397 -0.08 2 (53) 0.00023 1 RVLLTGGDKLKRA
2268 6003774 1198.7403 11087397 049 2 (54) 0.00017 1 RVLLTGGOKLKRA
2305 403.2351 1206.6836 1206.6833 025 ] (38) 0011 1 KGNIVTHANILR.T
2306 604.3497 1206.6848 1206.6833 124 ] 51 0.00061 1 KGNIVTHANILR.T
2309 604.3582 1206.7019 1206.7012 054 o 36 0.012 1 RIVSEFIKPFKI
2312 604.8070 1207.5993 1207.5986 0.64 0 7 3.46-006 1 KWTGGGIEYIGRI 2313
2323 404.1877 1209.5414 1200.5414 -0.03 o 53 0.00028 1 K.THSFAEYAER.L
2324 605.7784 1209.5423 1200.5414 0.74 0 35) 0.019 1 K.THSFAEYAER.L
2380 613.2979 1224.5811 1224.5808 024 0 (49) 0.0012 1 R.SDEAIMASFVR.T
2431 617.3174 1232.6208 12926190 1.09 0 57 0.0003 1 RFVADPFVPGERM
2451 618.6281 1235.6416 1235.6397 148 0 62 0.00012 1 RIEYILQDSGAK L
2476 6212053 1240.5761 12405758 0.30 ] 58 0.00013 1 RSDEAIMASFVR.T
2512 416.8991 1247.6754 1247.6761 055 1 66 3.56-005 1 KLKALAEEAEFK G
2513 624.8464 1247.6782 1247.6761 167 1 (42) 0.0085 1 KLKALAEEAEFK.G
2524 625.8228 1249.6309 1249.6303 055 o 60 0.00019 1 RTSFVLENSTPRQ
2578 631.3663 1260.7181 1260.7180 0.71 1 69 1.3e-005 1 KIAKFDLTVQARE 2584
2586 421.2473 1260.7200 1260.7180 0.80 1 67) 1.9e-005 1 KIAKFDLTVQARE 2580 2581 2583 2585
2719 642.3533 1282.6021 1282.6921 0.00 1 40 0.009 1 K.QFIQSELYKK.Q
2761 645.8280 1289.6414 1289.6405 0.77 0 57 0.00027 1 KFLQDPFVPGDRM 2762
2790 648.3152 1294.6158 1204.6158 040 1 50 0.0012 1 RGYLNREDETAKR
2832 435.2163 1302.6272 1302.6276 032 1 65 3.6e-005 1 KRNASAGGSLDAER.F
2845 653.3378 1304.6610 1304.6612 047 ] 50 0.0015 1 KLYDGETLEPLR.I
2861 654.8729 1307.7313 1307.7310 025 1 45 0.0021 1 RRALPIPDANVSR.G
2919 6603319 1318.6491 1318.6517 -1.86 ] 78) 2.36-006 1 KQNETFTQLISRV
2939 661.8450 1321.6772 1321.6779 049 o 46 0.0034 1 KGIQLEPHPFER K
2941 4415669 1321.6790 1321.6779 0.82 0 (34) 0.048 1 K.GIQLEPHPFER.K
2992 666.3602 1330.7238 1330.7245 047 1 75 4.3e-008 1 RIYKGEQLPDLR.L
2993 4445823 1330.7250 1330.7245 041 1 (59) 0.00017 1 RJIYKGEQLPDLR.L
3007 667.3869 1332.7562 1332.7588 0.36 0 72 5.56-008 1 RVIGMFVNTLALRT 3006
3008 4452605 1332.7597 1392.7568 067 0 (49) 0.001 1 RVIGMFUNTLALR T
3019 668.8475 1335.6805 1335.6783 1.68 o 107 3.6e-009 1 KQNETFTQLISRV
3069 674.3475 1346.6805 1346.6790 048 ] 79 2.36-006 1 RLNSVMQQLMQRH
3082 675.3813 1348.7480 1348.7537 420 ] (64) 3.30-005 1 RVIGMFVNTLALRT 3084
3083 450.5920 1348.7543 13487537 044 ] (48) 0.0016 1 RVIGMFVNTLALR.T
3086 675.8180 1349.6214 1349.6211 021 o 49 0.0012 1 REGQEDVIQYNR.G
3091 675.8341 1349.6535 1349.6537 -0.10 0 40 0.015 1 KDMTIPELFQEK.A
3163 682.3444 1362.6742 1362.6748 044 o (66) 4.6e-005 1 R.LNSVMQQLMQRH
3165 682.3465 1362.6784 1362.6748 2.70 0 (53) 0.00082 1 R.LNSVMQQLMQR.H
3176 683.8319 1365.6491 1365.6486 040 0 @7 0.028 1 KDMTIPELFQEKA
3228 688.3774 1374.7403 1374.7395 0.62 o 54 0.00048 1 KQFESVPELVSLKR
3246 460.5641 1378.6704 1378.6697 048 o (43) 0.0076 1 RLNSVMQQLMQRH
3252 690.8341 1379.6537 1379.6537 -0.02 ] (38) 0.023 1 RLNSVMQQLMQRH
3334 697.3785 1302.7424 1382.7401 165 ] 70 1.7e-005 2 KYPYNLLINDLRE 3333
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3368 700.8624 1390.7103 1369.7096 0.53 o 76 3.9e-006 1 K.TVINGAALTAYYR.K

3390 703.3576 1404.7006 1404.6997 0.65 1 53 0.00085 1 K.QDTYPVSSPQKRM

3404 704.3915 1406.7685 1406.7768 -5.95 1 (48) 0.0018 1 R.QLEEQAVAAKLPK.D

3414 470.2650 1407.7731 1407.7722 0.68 o (65) 2.86-005 1 K.GVGPDSPVAVLIER.S
3416 704.8946 1407.7747 1407.7722 1.82 0 79 1.16-008 1 K.GVGPDSPVAVLIER.S 3413 3415
3455 708.8679 1415.7212 14157197 1.01 0 68 2.66-005 1 RWLPNGDIEFIGR.| 3453 3454 3456 3457
3465 709.3592 1416.7039 1416.7038 014 0 (56) 0.00039 1 RWLPNGDIEFIGR.|

3477 710.3679 1418.7212 1418.7194 124 0 56 0.00043 1 RWLPDGTIEYLGRE

3479 710.4015 1418.7884 1418.7877 053 0 (54) 0.00036 1 R.SMOMIVSILAVLK.S

3500 7129091 1423.8036 1423.8034 0.09 1 76 1.9e-006 1 R.QLEEQAVAAKLPK D

3501 475.6086 1423.8040 1423.8034 040 1 (50) 0.00084 1 R.QLEEQAVAAKLPK.D

3517 476.8173 1427.7300 1427.7296 026 o (39) 0.017 1 RGYLHLPELTEEKF

3518 714.8729 1427.7313 1427.7296 147 o 42 0.0078 1 RGYLHLPELTEEKF

3567 479.2662 1434.7628 1434.7826 047 o (54) 0.00047 1 R.SMDMIVSILAVLK.S

3568 479.2684 1434.7833 1434.7826 048 0 (a1) 0.0004 1 RSMDMIVSILAVLK S

3569 718.3990 1434.7835 1434.7826 0.67 0 67) 1.96-005 1 RSMOMIVSILAVLK S

3570 718.3995 1434.7844 1434.7826 127 0 (38) 0.015 1 R.SMOMIVSILAVLK.S

3592 481.2539 1440.7399 1440.7401 016 1 (35) 0.045 1 RIQYKDYAVWQK Q

3593 7213774 1440.7403 1440.7401 0.14 1 41 0.013 1 RIQYKDYAVWQK Q

3641 726.3658 1450.7171 1450.7164 049 2 70 1.8e-005 1 RGYLNREDETAKR.F

3645 484.5009 1450.7779 1450.7775 027 o @37 0.023 1 R.SMDMIVSILAVLK.S

3646 726.3962 1450.7779 1450.7775 029 o 79 1.4e-006 1 R SMDMIVSILAVLK S 3648
3652 726.8658 1451.7170 1451.7157 0.89 0 44) 0.0059 1 K.QEHYPLSLAQQR.T

3690 729.8695 1457.7245 1457.7263 -125 o @7 0.024 1 K.TVHQLFEETAQR.H

3691 4869164 1457.7274 1457.7268 0.78 0 54 0.00051 1 KTVHQLFEETAQRH

3711 487.9403 1460.7992 1460.7987 034 1 7 1.16-005 1 RIAFSLEAGKADALR R
3712 731.4070 1460.7995 1460.7987 057 1 (67) 2.3e-005 1 RIAFSLEAGKADALR R
3749 490.5880 1468.7423 1468.7422 0.03 0 50 0.0013 1 KQEHYPLSLAQQRT

3750 735.3792 1468.7439 1468.7422 1.10 0 (38) 0.021 1 KQEHYPLSLAQQRT

3782 739.3812 1476.7478 1476.7468 058 o (46) 0.0045 1 K.QMLGMFVSTVPLR.T
3786 739.8972 1477.7789 1477.7785 0.82 0 80 1.4e-006 1 K.QMLGMFVSTVPLR.T
3862 498.9214 1483.7423 1483.7436 -0.82 1 @1) 0.014 1 R.KDMTIPELFQEKA

3863 747.8785 1483.7425 1493.7258 1.2 0 (48) 0.0027 1 K.QMLGMFVSTVPLR.T
3864 747.8794 1493.7442 1483.7436 045 1 51 0.0015 1 RKDMTIPELFQEKA

3867 747.8947 1493.7749 1493.7735 0.95 0 (69) 26-005 1 KQMLGMFVSTVPLR.T

3896 750.9174 1499.6203 1409.8195 0.52 o 76 3.5e-006 1 R.LQSSIDLQEGGLLK.A 3894 3895 3898 3899
3897 500.9476 1499.8209 1499.8195 092 0 (@1) 0.012 1 RLQSSIDLQEGGLLKA
3941 503.9146 1508.7221 1508.7219 0.12 1 1) 1.36-005 1 RNASAGGSLDAERFSKD
3942 755.3687 1508.7229 1508.7219 0.64 1 74 6.50-006 1 RNASAGGSLDAERFSKD
3948 755.8017 1509.7689 1500.7684 0.34 o (58) 0.00021 1 K.QMLGMFVSTVPLR.T
3949 504.2640 1509.7702 1500.7684 121 0 43) 0.0085 1 K.QMLGMFVSTVPLR.T

3952 504.5807 1510.7202 1510.7198 022 1 (45) 0.0043 1 R.GGRSDEAIMASFVR.T
3953 756.3677 1510.7209 1510.7198 0.73 1 55 0.00047 1 R.GGRSDEAIMASFVR.T
3956 756.8709 1511.7271 1511.7256 1.00 o 72 9.6e-006 1 RTNIDGGQAFSEFVK.D
3961 505.2580 1612.7462 1512.7460 013 1 38 0.027 1 K.GEKTFADYLNEVK E

3962 757.3812 1512.7479 1512.7460 126 1 (36) 0.035 1 KGEKTFADYLNEVK E

3973 505.9399 1514.7979 1514.7954 168 1 43 0.0081 1 KQSTADRLLTHFAR.L

3978 379.9610 1515.8148 15158158 -0.64 0 (a6) 0.0045 1 KTLQALIEHHDALR M

3979 7589153 1515.8160 15158158 017 0 81 1.40-006 1 KTLQALIEHHDALR M

3981 508.2784 1515.8163 15158158 0.39 o (75) 4.7e-008 1 K.TLQALIEHHDALRM 3976
3987 506.6113 1516.8122 1516.7998 8.18 0 (75) 5.6e-008 1 K.TLQALIEHHDALR.M

4026 508.5954 1522.7643 1522.7627 1.01 1 (52) 0.0011 1 RTTFEIKDGETVQRI 4025
4027 762.3906 1522.7667 1522.7627 2.61 1 70 2.1e-005 1 RTTFEIKDGETVQRI 4022
4058 764.9096 1527.8047 1527.8045 0.10 1 il 1e-005 1 KKTVINGAALTAYYRK
4063 765.4045 1528.7945 1528.7885 3.92 1 (67) 3.26-005 1 KKTVINGAALTAYYRK
4075 766.4283 1530.8421 1530.8406 1.01 1 59 0.00016 1 KQFESVPELVSLKRN

4076 511.2883 1530.8432 1530.8406 1.69 1 (@1) 0.01 1 KQFESVPELVSLKRN

4139 773.9080 1545.8014 1545.8014 0.00 0 67 3.36-005 1 RMALLAPFHFDASVK.Q
4140 516.2749 1545.8029 1545.8014 098 0 (42) 0.012 1 RMALLAPFHFDASVK.Q
“an 778.8872 1555.7587 1555.75682 0.34 o (54) 0.00067 1 -METFYPLTDAQK R

4174 519.6001 1555.7785 1555.7783 0.11 1 (54) 0.00088 1 R.LQYKDYAVWQSR.Q

4175 778.8981 1555.7817 1585.7783 2.19 1 67 3e-005 1 RLQYKDYAVWQSR.Q

4187 521.6063 1561.7971 1561.7963 055 0 @1) 0.013 1 RMALLAPFHFDASVK.Q
4188 781.9072 1561.7999 1561.7963 232 o (66) 4.56-005 1 RMALLAPFHFDASVK.Q
4219 523.9594 1568.8564 1568.8562 012 0 (a1) 0.011 1 KAIAAIWQDVLNVEK A
4220 785.4363 1568.8581 1568.8562 122 0 7 1.26-005 1 KAIAAIWQDVLNVEK.A 4221
4231 786.8849 1571.7552 1571.7541 0.70 0 54 0.00053 1 -MEITFYPLTDAQKR

4250 788.3820 1574.7494 1574.7464 1.89 0 60 0.00018 1 KALPEPDIEAGSGEYKA
4289 5286181 1582.8325 1582.8315 0.62 0 (87) 3.26-007 1 KISGQDDIVGSPVAGR.S
4290 7824238 1582.8331 1582.8315 1.02 o 99 22e-008 1 KISGQDDIVGSPVAGR.S 4291
4349 533.3166 1506.9279 1506.9273 042 1 69 8.5e-006 1 K.LVUPKETVLDMAR.L

4379 535.6195 1603.8367 1603.8358 0.54 o il 1.6e-005 1 KFYPHTSISNLAGIGK.L
4380 802.9257 1603.8369 1603.8358 0.66 o (64) Te-005 1 KFYPHTSISNLAGIGK.L
4418 538.2836 1611.8289 1611.8290 -0.10 o an 3.1e-006 1 KHMLIGGEGLSSVVADK.L
4419 806.9227 1611.8308 1611.8290 1.08 0 (95) 56.16-008 1 KHMLIGGEGLSSVVADKL
4433 807.9210 1613.8274 1613.8261 0.80 o 86 4.1e-007 1 RVQESVVLAVDQGAGDK L
4445 808.9075 1615.8004 1615.7995 058 0 57 0.00036 1 KAGGAYVPIDPGFPAERI 4444
4446 539.6081 1615.8024 1615.7995 185 0 (40) 0.018 1 KAGGAYVPIDPGFPAER
4450 4052324 1616.9003 1616.8998 033 2 39 0.016 1 RIAFSLEAGKADALRR L
4492 814.9185 1627.8225 1627.8240 -0.80 o 11 1.7e-009 1 KHMLIGGEGLSSVVADK L
4493 543.6152 1627.8239 1627.8240 -0.06 o (85) 5.6e-007 1 KHMLIGGEGLSSVVADK.L
4497 543.9352 1628.7839 1628.7835 025 1 53 0.00079 1 RWDTGKLTIDFDYR.T

4587 824.9595 1647.9044 1647.8832 129 1 (80) 1.4e-006 1 K.QKGVGPDSPVAVLIER.S
4590 825.4109 1648.8073 1648.8057 1.01 o ” 4e-006 1 K.YTGQDDIIVGTPSAGR.N 4589 4591
4592 550.6009 1648.8078 1648.8057 126 o @7 0.042 2 KYTGQDDIVGTPSAGRN
4652 555.6494 1663.9264 1663.9257 041 1 ©7) 0.021 1 K.QKGVGPDSPVAVLIER S
4653 8329708 1663.9270 1663.9257 0.75 1 85 3.4e-007 1 KQKGVGPDSPVAVLIERS
4723 841.4022 1680.7899 1680.7890 053 0 95 4.7e-008 1 RVSGQNDVVTGTFMGNR.T
4724 561.2713 1680.7921 1680.7890 183 0 (48) 0.0019 1 RVSGQNDVVTGTFMGNR.T
4786 849.3993 1696.7840 1696.7838 0.08 o 67) 22e-005 1 R.VSGQNDVVTGTFMGNR.T
4787 566.6020 1696.7843 1696.7830 024 0 (40) 0.011 1 R.VSGQNDVVTGTFMGNR.T
4789 566.6210 1696.8411 1686.8420 -0.57 o 1) 1.3e-005 1 KAELLSDHPAVVFEDR.T
4791 849.4286 1696.8427 1696.8420 042 o 87 3.8e-007 1 KAELLSDHPAVVFEDR.T
4795 849.8887 1697.7628 1687.7679 -3.08 o (38) 0.012 1 RVSGQNDVVTGTFMGNR.T
4816 568.6199 1702.8378 1702.8413 -2.09 1 (66) 4.36-005 1 RKALPEPDIEAGSGEYKA
4817 852.4281 1702.8416 1702.8413 0.18 1 91 1.56-007 1 RKALPEPDIEAGSGEYK A
4832 856.9368 1711.8591 1711.8603 071 1 51) 0.0014 1 -MEITFYPLTDAQKR.|

4833 571.6275 1711.8607 1711.8603 021 1 (48) 0.0025 1 -MEITFYPLTDAQKR.|

4840 857.3889 1712.7631 1712.7628 0.18 0 102 5.1e-009 1 RETDEGIEIDVDYSTKL 4838 4842
4841 571.9288 1712.7645 1712.7628 085 o (39) 0.01 1 RETDEGIEIDVDYSTKL
4850 573.2773 1716.8102 1716.8108 -0.33 0 63) 8.56-005 1 KAGGAFVPIDPDYPDQR.|
4851 859.4130 1716.8114 1716.8108 0.35 o 7 2.5e-008 1 KAGGAFVPIDPDYPDQR.|
4852 573.2783 1716.8130 1716.8141 -0.67 o 64 5.1e-005 1 KIHDSVDFNIEMIER.G 4854
4858 573.6182 1717.8178 1717.7981 1.5 o (42) 0.0079 1 KJIHDSVDFNIEMIER.G

4889 864.9342 1727.8538 1727.8552 -0.81 1 96 4.46-008 1 -MEITFYPLTDAQKR.|

4890 576.9593 1727.6562 1727.8552 0.57 1 67) 0.00038 1 -MEITFYPLTDAQKR.|

4900 578.6102 1732.8089 1732.8090 -0.09 0 (84) 5.4e-005 1 KJIHDSVDFNIEMIER.G 4902 4903
4901 867.4128 17328111 1732.8090 122 0 (54) 0.00045 1 KIHDSVDFNIEMIER G

4916 579.3134 1734.9182 1734.9161 124 1 (57) 0.00036 1 KEKQMLGMFVSTVPLR.T
4957 876.4622 17508088 1750.9110 -0.70 1 (70) 2e-005 1 KEKQMLGMFVSTVPLR.T
4958 584.6441 1750.9105 1750.9110 -0.30 1 (58) 0.00035 1 KEKQMLGMFVSTVPLR.T
4959 584.6489 1750.8250 1750.8253 022 1 43 0.011 1 K.YPYNLLINDLRETK.S

4970 877.9755 1753.9365 1753.9363 0.13 0 (48) 0.0025 1 RNLAYIYTSGTTGRPK.G 4964
4971 5856529 1753.9368 1753.9368 0.38 0 55 0.0005 1 RNLAYIYTSGTTGRPK.G 4968
4982 585.9810 1754.9212 1754.9203 055 o (44) 0.0067 1 RNLAYIYTSGTTGRPK.G
5017 883.4484 1764.8781 1764.8795 2078 0 56 0.00045 1 K.SGSAYVPIDPEHPIQR M
5018 589.3007 1764.8803 1764.8795 048 0 (52) 0.0012 1 K.SGSAYVPIDPEHPIQR M
5022 884.4600 1766.9055 1766.9059 024 1 102 1.16-008 1 KEKQMLGMFVSTVPLRT
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KEKQMLGMFVSTVPLR.T
R.SEVKQNETFTQLISR.V
R.SEVKQNETFTQLISR.V
RTNIDGGQAFSEFVKDRM 5071
RTNIDGGQAFSEFVKDRM 5069
RHQKYPYNLLINDLR.E 5077 5078 5079 5082 5083 5084 5086
KMLALVHQELGVELSLKD
KLTMSLAYHSLEFHEK.T
RNPLFDAVFSMQNANIK.D
R.NPLFDAVFSMQNANIK.D
RJELGEIEHQLQTHDR.V
RJELGEIEHQLQTHDR.V
RJELGEIEHQLQTHDR.V
KLTMSLAYHSLEFHEK.T
KLTMSLAYHSLEFHEK.T
KLTMSLAYHSLEFHEK.T
KLKHMLIGGEGLSSVVADK.L
KLKHMLIGGEGLSSVVADK.L
K.GVIVLADEEESYHADARN 5422 5424 5425 5429 5432
K.GVIVLADEEESYHADARN 5421 5423 5426 5427 5431 5433
K.QIFASLLLGQTLYIVPK.K
RLLEDAAADPEKPISEYK L 5501
R.LLEDAAADPEKPISEYK.L
RMVYREGQEDVIQYNR G 5549
RLOPEGVAGELYIAGDGVGR.G 5566 5568 5569 5570 5571 5572 5573
RLQPEGVAGELYIAGDGVGR.G
KQIFASLLLGQTLYIVPKK
KQIFASLLLGQTLYIVPKK
RMVYREGQEDVIQYNR.G
RMVYREGQEDVIQYNR.G
KLFTVSLEYQVMQWQK.E
RTVGWFTSMYPMVLDMK.H
RTVGWFTSMYPMVLDMK.H
RIELGEIEAVIQQAPDVAK.A 5706
RIELGEIEAVIQQAPDVAK A
KDLTMKGIQLEPHPFER K
KVSVLSVFQSLLAAYLYRV
K.QADQGPVEGEVILTPIQR W
KTIEFSLTAEETEQLTTK.V 5804 5807 5808 5809 5811 5812 5813 5816 5817 5818
K.TIEFSLTAEETEQLTTKYV 5814
K.QADQGPVEGEVILTPIQR W 5857 5859 5861
K.QADQGPVEGEVILTPIQR.W
KHMLIGGEGLSSVVADKLLK L 5952
R.QKIHDSVDFNIEMIER.G
KHMLIGGEGLSSVVADKLLKL
KHMLIGGEGLSSVVADKLLK L 6025
REAERLQSSIDLQEGGLLKA 6058
REAERLQSSIDLQEGGLLKA
KLLSEEEAASQIQQFNPGR.T
KLLSEEEAASQIQQFNPGRT 6199
RVGVLTKPSLEMSAAVLSVLK A 6308
RVGVLTKPSLEMSAAVLSVLKA
RJIQYILEDCGADFILTESK.V
RVGVLTKPSLEMSAAVLSVLKA
RVGVLTKPSLEMSAAVLSVLK A
RNHSDTEGIGMFVNTLAIR S 6504
RNHSDTEGIIGMFVNTLAIR S
RNHSDTEGIIGMFVNTLAIR S
KGGNTAIAAYVTPESADIEALK.S
K.GGNTAIAAYVTPESADIEALK.S
K.DLFQSPTVEGLAQVIASAEK.G
K.DLFQSPTVEGLAQVIASAEK.G
RNHSDTEGIGMFVNTLAIR.S 6571 6572
R.NHSDTEGIIGMFVNTLAIR.S
RNHSDTEGIIGMFVNTLAIR 8
RNHSDTEGIIGMFVNTLAIR 8
K.GRLQPEGVAGELYIAGDGVGR G
K.DLFQHPTIEELTQYVER.A 6626 6628
KDLFQHPTIEELTQYVERA 6629
RIQYILEDCGADFILTESKV
R.NETEKAIAAIWQDVLNVEKA
RIVSEFIKPFKIDQLPLFR | 6952 6953 6955 6956 6957
RIVSEFIKPFKIDQLPLFR.| 6949 6958 6959
R.IVSEFIKPFKIDQLPLFR.| 6945 6947
KQEGISVPDSYTGDVILLDGSR.T
KQEGISVPDSYTGDVILLDGSR.T
KQEGISVPDSYTGDVILLDGSR.T
K.QEGISVPDSYTGDVILLDGSRT 7062
KARPAVTYNGQSWTYGELNAKA 7086 7087
KARPAVTYNGQSWTYGELNAKA
KARPAVTYNGQSWTYGELNAKA
KARPAVTYNGQSWTYGELNAKA
KETNSTLYMVLLASYSAFLSK.|
KETNSTLYMVLLASYSAFLSK.|
KHTDTTEDPNAIEFISQWSR E
KHTDTTEDPNAIEFISQWSR E
KETNSTLYMVLLASYSAFLSK.I
KETNSTLYMVLLASYSAFLSK.I
K.GTAASISPAEKQDTYPVSSPQKR
KALPVPTDKTVHQLFEETAQRH
KALPVPTDKTVHQLFEETAQR.H
KALPVPTDKTVHQLFEETAQR.H
R.DTSRNPLFDAVFSMQNANIK.D
R.DTSRNPLFDAVFSMQNANIK.D
RGYRIELGEIEAVIQQAPDVAK A
RGYRIELGEIEAVIQQAPDVAK A

R GYRIELGEIEAVIQQAPDVAK A 7466
RGYRIELGEIEAVIQQAPDVAK A
KDKGGNTAIAAYVTPESADIEALK.S
KDKGGNTAIAAYVTPESADIEALK S 7633
R.AEGKQADQGPVEGEVILTPIQRW
R.LDENGEPVQYISEYRPVDIKH
R.LDENGEPVQYISEYRPVDIK.H
RLTGELDVERLNSVMQQLMQR.H
KLVSADAIDYVLVEQAIQEFIR.R
K.LVSADAIDYVLVEQAIQEFIR.R 7854 7858
RNPLFDAVFSMQNANIKDLTMK .G
KEGISHSFIDHVLSEQEYAQSK R
KEGISHSFIDHVLSEQEYAQSK R
R.NPLFDAVFSMQNANIKDLTMK.G
R.NPLFDAVFSMQNANIKDLTMK.G
K.GTAASISPAEKQDTYPVSSPQKR.M
K.GTAASISPAEKQDTYPVSSPQKR.M
RIWYTEKFYPHTSISNLAGIGK.L
RVYILGEGNQVQPEGVAGELCVAGR.G
RVYILGEGNQVQPEGVAGELCVAGR.G
RMYVLQQLEDAQTSYNMPAVLRL
RMYVLQQLEDAQTSYNMPAVLRL



8130 8290.4073 24852002 2485.1981 0.85 0 @7 5.3e-007 1 R.MYVLQQLEDAQTSYNMPAVLR.L

8131 12436108 24852071 2485.1981 3.63 o (89) 3.4e-007 1 RMYVLQQLEDAQTSYNMPAVLR.L

8132 12436126 24852105 2485.1981 5.01 0 (95) 8.56-008 1 R.MYVLQQLEDAQTSYNMPAVLR.L

8142 830.7743 2489.3010 2489.3013 -0.10 1 65 7.56-005 1 K.GGNTAIAAYVTPESADIEALKSALK.E

8163 834.7396 2501.1970 2501.1930 1.80 0 (65) 7.36-005 1 RMYVLQQLEDAQTSYNMPAVLRL

8164 12516108 25012061 25011930 525 0 102 1.76-008 1 RMYVLQQLEDAQTSYNMPAVLRL

8174 626.5673 25022402 25022300 045 1 74 1.36-005 1 KDLFQHPTIEELTQYVERAEGK.Q

8175 835.0874 25022404 25022300 053 1 (70) 27e-005 1 K.DLFQHPTIEELTQYVERAEGK.Q 8171 8173
8197 836.7599 25072578 2507.2577 0.04 0 12 1.86-009 1 RNLALPLDSAAMANLTYTSGTTGTPK.G
8198 1254.6409 25072672 2507.2577 amr o (75) 9e-006 1 RNLALPLDSAAMANLTYTSGTTGTPK.G
8226 630.8111 25192153 2519.2188 =141 o 38 0.048 1 K.VHEAYHTEMNDILLTAFGLAMK.E

8245 842.0023 25232550 25232527 0.95 o an 6.2e-006 1 RNLALPLDSAAMANLTYTSGTTGTPK.G
8246 1262.6378 25232611 25232527 334 o (76) 8.3e-006 1 R.NLALPLDSAAMANLTYTSGTTGTPK.G
8248 8424256 25242550 2524.2367 725 o (55) 0.00085 1 RNLALPLDSAAMANLTYTSGTTGTPK.G
8251 842.4437 2524.3092 25243074 0.70 1 66 6.86-005 1 KAFAVIEPAEKQEHYPLSLAQQR.T

8276 634.5787 2534.2859 2534.2878 075 o (66) 6.4e-005 1 RQVHHLVESLQQTIYQSGSQTLR.M

8277 845.7708 25342906 2534.2878 1.12 0 72) 1.66-005 1 RQVHHLVESLQQTIYQSGSQTLR.M

8278 1268.1606 2534.3067 2534.2878 748 0 1) 26-005 1 RQVHHLVESLQQTIYQSGSQTLR. M

8283 634.8109 25352145 2535.2138 031 0 37) 0.048 1 KVHEAYHTEMNDILLTAFGLAMK.E

8324 850.7875 2549.3406 25493451 -1.75 1 46 0.0058 1 U  RLAKETNSTLYMVLLASYSAFLSKI

8333 638.8357 2551.3139 25513143 .18 0 86 6.7e-007 1 RQVHHLVESLQQTIYQSGSQTLR.M 8330 8335
8337 851.4459 2551.3159 2551.3143 0.64 0 1) 1.86-005 1 RQVHHLVESLQQTIYQSGSQTLRM 8331
8338 1276.6696 2551.3246 25513143 4.02 0 (38) 0.034 1 R.QVHHLVESLQQTIYQSGSQTLR.M

8340 851.7778 2552.3115 25522083 5.1 o 4n 0.0053 1 RAQVHHLVESLQQTIYQSGSQATLR.M

8341 851.7794 2552.3164 25522083 7.0 o (65) 8.3e-005 1 RAQVHHLVESLQQTIYQSGSQATLR.M

8343 852.1126 2553.3158 2553.2823 13.1 o (39) 0.033 1 RQVHHLVESLQQTIYQSGSQTLR.M

8387 856.4508 2566.3575 2566.3240 131 1 (a4) 0.0077 1 U RLAKETNSTLYMVLLASYSAFLSKI

8423 859.4208 25752407 2575.2401 021 0 (110) 2.6e-009 1 RGLEAASAQLEVIQIEGQAADYEDR I

8424 12886310 25752474 2575.2401 282 0 136 7e-012 1 R.GLEAASAQLEVIQIEGQAADYEDR I

8506 866.1063 25852971 2585.2064 028 o (58) 0.00055 1 R.LAEQNGATLYMVMLSAYYTLLSK.Y

8507 866.1072 2505.2999 2565.2064 1.34 0 (76) 8.2e-008 1 R.LAEQNGATLYMVMLSAYYTLLSK.Y

8508 12986605 2585.3065 2505.2064 3.89 o 63) 0.00015 1 R.LAEQNGATLYMVMLSAYYTLLSK.Y

8509 1298.6641 2505.3136 2505.2064 6.61 0 78) 5.16-008 2 R.LAEQNGATLYMVMLSAYYTLLSK.Y

8525 1302.1603 2602.3080 2602.3027 128 1 56 0.00081 1 K.LLSEEEAASQIQQFNPGRTPYPK.D

8526 868.4430 2602.3073 2602.3027 1.78 1 (63) 0.0017 1 KLLSEEEAASQIQQFNPGRTPYPKD

8557 8714373 26112900 26112913 052 0 (63) 0.00015 1 RLAEQNGATLYMVMLSAYYTLLSK.Y 8556
8559 1306.6617 2611.3089 26112913 6.74 0 82 1.96-006 1 RLAEQNGATLYMVMLSAYYTLLSK.Y

8560 871.7659 26122760 26122753 024 0 (78) 1.46-005 1 RLAEQNGATLYMVMLSAYYTLLSK.Y 8563
8565 1307.1588 2612.3031 26122753 10.6 0 (62) 0.00019 1 RLAEQNGATLYMVMLSAYYTLLSK.Y

8568 1307.6523 26132001 2613.2503 118 o 1) 2.1e-005 1 RLAEQNGATLYMVMLSAYYTLLSKY

8589 873.7778 2618.3117 2618.3124 029 0 42) 0.021 1 K.DLPAYMVPAVFIQMDELPLTGNGK.|

8590 1310.1670 2618.3194 2618.3124 2.68 o (59) 0.00048 1 K.DLPAYMVPAVFIQMDELPLTGNGK.|

8656 13171825 2632.3504 2632.3496 0.31 1 44) 0.011 1 R.LRLDENGEPVQYISEYRPVDIKH

8662 659.3457 2633.3537 2633.3336 761 1 (43) 0.013 1 R.LRLDENGEPVQYISEYRPVDIKH

8663 878.7933 2633.3562 2693.3336 9.31 1 45 0.0093 1 RLRLDENGEPVQYISEYRPVDIKH

8673 879.1059 26342959 2634.2999 -1.54 1 90 3.46-007 1 KLEMKDLFQHPTIEELTQYVERA 8677
8674 659.5819 26342983 2634.2009 062 1 (@1) 0.028 1 KLEMKDLFQHPTIEELTQYVERA

8676 879.1080 2634.3021 2634.3073 -2.00 0 (52) 0.002 1 KDLPAYMVPAVFIQMDELPLTGNGK |

8686 879.4335 26352788 2635.2914 478 0 (52) 0.0019 1 KDLPAYMVPAVFIQMDELPLTGNGK |

8689 1318.6594 2635.3043 2635.2014 491 o (46) 0.0084 1 KDLPAYMVPAVFIQMDELPLTGNGK |

8718 13225746 2643.1346 2643.1322 091 o 76 1.1e-006 1 R.IWEEAECEIAYFEAPEEETER.|

8744 884.4412 2650.3018 2650.3023 -0.18 o 64 0.00013 1 K.DLPAYMVPAVFIQMDELPLTGNGK.|

8745 1326.1619 2650.3092 2650.3023 2.61 0 1) 0.00029 1 K.DLPAYMVPAVFIQMDELPLTGNGK.|

8749 884.7703 26512890 2651.2863 1.01 o (64) 0.00013 1 K.DLPAYMVPAVFIQMDELPLTGNGK.|

8757 886.4338 26562795 2656.2803 028 o (69) 3.6e-005 1 KNSIEATDGTPAHLOQMLAAAGDFEGLK L
8758 1329.1510 26562674 2656.2803 27 0 (65) 9.56-005 1 KNSIEATDGTPAHLQMLAAAGDFEGLK.L
8808 891.7664 26722774 26722752 084 0 @7 5.36-006 1 KNSIEATDGTPAHLQMLAAAGDFEGLK.L
8809 1337.1476 26722806 26722752 2.03 0 88 5e-007 1 KNSIEATDGTPAHLQMLAAAGDFEGLK.L
8824 892.4269 26742500 2674.2432 591 0 (55) 0.00072 1 KNSIEATDGTPAHLQMLAAAGDFEGLK.L
8842 895.1519 2682.4339 26824327 046 0 (86) 4.8e-007 1 RIELSEIEVQLAQLSEVQDAAVTAVKD 8843
8844 1342.2289 26824432 2682.4327 391 0 114 7.56-010 1 R.IELSEIEVQLAQLSEVQDAAVTAVK.D

8863 896.8206 2687.4398 2687.4382 0.63 1 106 4.3e-009 1 KLLLKQEGISVPDSYTGDVILLDGSR.T 8861 8862 8864
8872 897.1530 26884372 2688.4222 5.60 1 (108) 4.76-009 1 KLLLKQEGISVPDSYTGDVILLDGSR T 8873
8874 1345.2324 2688.4503 2688.4222 10.5 1 (55) 0.00051 1 K.LLLKQEGISVPDSYTGDVILLDGSR.T

8915 899.7913 2696.3521 2696.3205 8.39 0 47 0.0061 1 RQLPDYMVPAYFTEVTEIPLTPSGK V

8925 900.7688 2699.3366 2699.3505 778 1 57 0.00065 1 RGYLHLPELTEEKFLQDPFVPGDRM 8927
8972 1356.6836 2711.3526 2711.3404 450 0 (a4) 0.012 1 RQLPDYMVPAYFTEVTEIPLTPSGK.V

8982 679.6109 27144145 2714.4167 -0.80 0 (43) 0.012 1 RILLEDFAAVYTQLEQGNEPVLPQK.T

8984 905.8140 27144201 2714.4167 125 0 (47) 0.0046 1 RILLEDFAAVYTQLEQGNEPVLPQK.T

8985 1358.2250 27144354 2714.4167 6.80 o 81 0.00018 1 RILLEDFAAVYTQLEQGNEPVLPQK.T

8989 1358.7196 27154246 2715.4007 8.83 0 44) 0.0092 1 RILLEDFAAVYTQLEQGNEPVLPQK.T

9031 911.8156 27324250 27324232 0.66 2 7 5.4e-006 1 K.DKGGNTAIAAYVTPESADIEALKSALK.E
9077 689.0889 27523264 27523245 0.68 1 49 0.0039 1 K.GYYNRPELTEEKFVPHPFTSGERM 9075
9151 829.1329 2784.3770 2784.3752 0.63 1 (86) 7.3e-007 1 R.KNSIEATDGTPAHLQMLAAAGDFEGLK.L
9152 697.1016 2784.3771 2784.3752 0.69 1 (56) 0.00075 1 RKNSIEATDGTPAHLQMLAAAGDFEGLK L
9172 1397.1964 2792.3783 2792.3504 9.96 0 148 8.96-013 1 KETALSAFDAQDYPLEDLIGNVQVQR.D
9224 934.4619 2800.3637 28003701 229 1 88 4.3e-007 1 RKNSIEATDGTPAHLQMLAAAGDFEGLK L
9225 701.0995 2800.3689 2800.3701 046 1 (59) 0.00035 1 RKNSIEATDGTPAHLQMLAAAGDFEGLK L
9234 935.1269 2802.3500 28023653 225 0 61 0.00024 1 R.VLDAFSHQDYPFEWLVEDLNIPR.D

9236 701.6013 2802.3759 2802.3653 379 o 1) 0.025 1 R.VLDAFSHQDYPFEWLVEDLNIPR.D

9239 835.4670 2803.3793 2803.3403 10.7 0 (49) 0.0037 1 R.VLDAFSHQDYPFEWLVEDLNIPR.D

9354 855.1570 28624491 28624514 -0.79 o (62) 0.00019 1 KETLPDYMIPVFWVTLNELPVTANGK.V
9355 14322434 28624723 28624514 7.30 o 64 0.00013 1 KETLPDYMIPVFWVTLNELPVTANGK.V
9364 958.1334 2871.3784 2871.3895 -3.85 2 (40) 0.032 1 R.DTSRNPLFDAVFSMQNANIKDLTMK.G
9366 958.1353 2871.3841 26713805 -1.88 2 67 56.86-005 1 RDTSRNPLFDAVFSMQNANIKDLTMK.G
9367 718.8541 2871.3871 26713895 062 2 (58) 0.00052 1 RDTSRNPLFDAVFSMQNANIKDLTMK.G
9369 719.1058 2872.3933 28723735 6.88 2 @7 0.0059 1 R.DTSRNPLFDAVFSMQNANIKDLTMK.G
9401 963.4671 2887.3795 2887.3844 -1.71 2 (65) 9.56-005 1 R.DTSRNPLFDAVFSMQNANIKDLTMK.G
9402 722.8540 2887.3869 2887.3844 0.86 2 (a4) 0.014 1 R.DTSRNPLFDAVFSMQNANIKDLTMK.G
9418 065.4832 28934276 28034273 o.40 0 (67) 7e-005 1 KFDLTLTADETDGGLTFVLEYNTALFK.Q 9417 9419 9421
9424 1447.7273 28934400 28934273 439 0 7 7e-008 1 KFDLTLTADETDGGLTFVLEYNTALFK.Q 9420 9422 9425
9436 725.3732 2897.4636 2807.4503 148 1 67) 6.9e-005 1 K.NSIEATDGTPAHLQMLAAAGDFEGLKLK.H
9437 966.8289 2897.4649 2807.4503 1.95 1 72 246005 1 K.NSIEATDGTPAHLQMLAAAGDFEGLKLK.H
9476 872.1580 29134521 2913.4542 073 1 (38) 0.049 1 KNSIEATDGTPAHLOQMLAAAGDFEGLKLK.H
9477 729.3709 29134543 2913.4542 0.04 1 (69) 4.16-005 1 KNSIEATDGTPAHLQMLAAAGDFEGLKLK H
9514 1463.7844 2925.5543 292655546 011 1 @0) 1.86-005 1 RIELSEIEVQLAQLSEVQDAAVTAVKDK .G
9515 732.3961 2925.5551 20255546 0.18 1 (55) 0.00085 1 RIELSEIEVQLAQLSEVQDAAVTAVKDK .G
9516 976.1929 29255570 29255546 0.80 1 83 8.6e-007 1 RIELSEIEVQLAQLSEVQDAAVTAVKDK .G
9598 7406263 29584763 2958.4664 332 1 59 0.00051 1 KRVLDAFSHQDYPFEWLVEDLNIPR.D

9612 742.8004 2067.5324 2967.5355 -1.05 0 48 0.0076 1 KAGLFQAEDGDHLLLAIHHLVVDGVSWR 9614
9616 5845146 2967.5366 2967.5355 0.35 0 (38) 0.049 1 KAGLFQAEDGDHLLLAIHHLVVDGVSWR.|
9627 7431418 2968.5380 29685195 622 o (40) 0.028 1 KAGLFQAEDGDHLLLAIHHLVVDGVSWR.|
9652 892.1625 20734658 2973.4679 0.71 1 51 0.0027 1 R.GLEAASAQLEVIQIEGQAADYEDRIER.E
9653 744.3743 2973.4880 29734670 0.03 1 (49) 0.0041 1 R.GLEAASAQLEVIQIEGQAADYEDRIER.E
9775 7568.1294 3028.4885 3026.4852 1.09 1 (48) 0.0055 1 KDMTIPELFQEKAELLSDHPAVVFEDR.T
9776 1010.5101 3028.5086 3026.4852 7.72 1 (62) 0.00019 1 KDMTIPELFQEKAELLSDHPAVVFEDR.T
9781 1010.8408 3029.4990 3020.4602 9.84 1 64 0.00014. 1 KDMTIPELFQEKAELLSDHPAVVFEDR.T
9805 761.3956 3041.5531 3041.5491 131 2 43 0.015 1 RKNSIEATDGTPAHLQMLAAAGDFEGLKLKH
9811 762.3768 3045.4780 3045.4641 456 1 (49) 0.0047 1 KDMTIPELFQEKAELLSDHPAVVFEDR.T
9812 1016.1685 3045.4837 3045.4641 645 1 (58) 0.0005 1 KDMTIPELFQEKAELLSDHPAVVFEDR.T
9831 1020.1809 3057.5207 3057.5142 2.43 0 57 0.00079 1 R.SELPSGQSLSPETEKPNALDVVGYIENGK.L
9835 1020.5048 3058.4926 3058.4882 -1.83 o (40) 0.038 1 R.SELPSGQSLSPETEKPNALDVVGYIENGK.L
9837 765.6383 3058.5241 3058.4982 848 0 43) 0.018 1 R.SELPSGQSLSPETEKPNALDVVGYIENGK.L
9838 15303126 3058.6107 3058.6186 -2.59 1 1) 0.018 1 R.GYRIELSEIEVQLAQLSEVQDAAVTAVK.D
9839 765.6620 3058.6189 3056.6186 0.08 1 72) 1.46-005 1 RGYRIELSEIEVQLAQLSEVQDAAVTAVK.D
9841 1020.5491 3058.6256 3056.6186 227 1 81 1.76-0068 1 RGYRIELSEIEVQLAQLSEVQDAAVTAVK.D
9843 765.9136 3059.6252 3050.6026 7.37 1 (59) 0.00026 1 RGYRIELSEIEVQLAQLSEVQDAAVTAVK.D
9879 1022.8555 3065.5446 30655420 085 1 (a1) 0.024 1 RQLPDYMVPAYFTEVTEIPLTPSGKVDR R



9899 770.3957 3077.5537 30775345 621 0 58 0.00062 1 K.ETGIEIPLQFLFEHPTITALAEEADHR.E

9948 1028.1873 3081.5400 30815369 0.99 1 51 0.0029 1 R.QLPDYMVPAYFTEVTEIPLTPSGKVDR.R

9997 1033.1703 3096.4890 30964995 337 0 (@7) 0.0057 1 RMITMLENALTHPEHTIDELTLISDAEK E 9999

9998 775.1328 3096.4999 3096.4905 0.15 o 53 0.0018 1 R.MITMLENALTHPEHTIDELTLISDAEK.E
10038 1089.2147 3114.6223 3114.6084 448 1 59 0.00083 1 KDLFQSPTVEGLAQVIASAEKGTAASISPAEK.Q
10105 790.6607 3158.6137 3156.5924 6.75 0 41 0.028 1 KEVFAGELPVLQLLSDYPRPPVQSFEGDRV
10131 794.4031 31735832 31735501 7.61 2 @ 0.014 1 R KDMTIPELFQEKAELLSDHPAVVFEDR.T
10260 1070.8749 3209.6028 32005954 2.30 0 78 5.50-006 1 RTYIVSQFEDAGVGYNMPAAAILEGPLDIQK L
10261 1605.8090 3209.6034 32005954 247 0 (50) 0.0035 1 RTYIVSQFEDAGVGYNMPAAAILEGPLDIQK L
10290 1076.2080 3225.6022 32255004 367 o 63) 0.00016 1 R.TYIVSQFEDAGVGYNMPAAAILEGPLDIQK L
10291 1613.8086 3225.6026 32255004 3.80 0 73) 2e-005 1 R.TYIVSQFEDAGVGYNMPAAAILEGPLDIQK.L
10316 1078.5601 3232.6584 32326478 325 1 ke 0.012 1 KETLPDYMIPVFWVTLNELPVTANGKVDRK 10317
10331 10829125 3245.7156 32457046 339 1 68 2.8e-005 1 K.SALKETLPDYMIPVFWVTLNELPVTANGK.V
10384 1094.5430 3280.6071 3280.5697 14 o 52 0.0024 1 K.QYWMELLDAVTGNPNQPLSSLSLVTETEK.Q
10413 826.4388 3301.7263 3301.7405 432 2 83 1.26-0068 1 R GYRIELSEIEVQLAQLSEVQDAAVTAVKDK.G 10414
10416 1101.9255 3302.7548 33027245 917 2 (66) 4.56-005 1 RGYRIELSEIEVQLAQLSEVQDAAVTAVKDK.G
10487 1108.8693 3323.5860 3323.5946 -2.60 0 (39) 0.039 1 KTIVQLFEEQAANTPDHTALQYEGESLTYR E
10495 832.4058 3325.5942 33255626 9.49 0 90 3.3e-007 1 KTIVQLFEEQAANTPDHTALQYEGESLTYR E
10518 1669.8002 3337.5858 3337.5797 183 0 96 7.26-008 1 KVAAPEADAELIDLDQAIEEGAEESLNADVNAR N
10519 1113.5371 3337.5805 3337.5797 204 0 (96) 8.3e-008 1 KVAAPEADAELIDLDQAIEEGAEESLNADVNAR N 10517 10520 10521
10526 1113.8750 3338.6032 3338.5637 11.8 0 (60) 0.00035 1 K.VAAPEADAEL IDLDQAIEEGAEESLNADVNAR.N
10530 835.6723 3338.6601 3338.6261 10.2 1 47 0.0077 1 RMITMLENALTHPEHTIDELTLISDAEKEK.L
10554 671.7341 3353.6340 3353.6370 -0.81 1 1) 0.00028 1 RMITMLENALTHPEHTIDELTLISDAEKEK.L
10556 1118.8862 3353.6369 3353.6370 -0.05 1 (51) 0.0029 1 RMITMLENALTHPEHTIDELTLISDAEKEK.L
10557 839.4172 3353.6396 3353.6370 077 1 (62) 0.00026 1 RMITMLENALTHPEHTIDELTLISDAEKEK.L 10558 10559
10564 839.6638 3354.6262 3354.6210 153 1 66 8.16-005 1 RMITMLENAL THPEHTIDEL TLISDAEKEK L
10664 1139.1918 3414.5535 3414.5238 8.68 0 90 1.76-007 1 KEDVAFSIQPDVSFNYLGQFDEMSDAGLFTR.S
10689 859.2374 3432.9206 3432.8771 127 1 (s2) 0.033 1 RMALLAPFHFDASVKQIFASLLLGQTLYIVPKK
10706 8627332 3446.9035 3446.9040 014 1 39 0.0008 1 RMALLAPFHFDASVKQIFASLLLGQTLYIVPKK
10792 1186.5798 3556.7177 3556.7126 144 o 46 0.0004 1 K.YAGFGFDASIWEMFPTWTIGAELHVINEAIRL
10812 892.6839 3566.7065 3566.7165 -2.80 1 45) 0.0098 1 K.DKTIVQLFEEQAANTPDHTALQYEGESLTYR.E
10813 1189.9165 3566.7277 3566.7165 3.3 1 87 Te-007 1 K.DKTIVQLFEEQAANTPDHTALQYEGESLTYR.E
10958 1203.2589 3606.7549 3606.7552 -0.09 0 @1) 0.028 1 R.HPLFDTMFSLQNATEGIPAVGDLSLSVQETNFK.I
10969 12036173 3607.8301 3607.8232 1.91 1 80 3.4e-006 1 R.TYIVSQFEDAGVGYNMPAAAILEGPLDIQKLER.A
10983 903.2132 3608.6237 3608.8072 457 1 (62) 0.00024 1 RTYIVSQFEDAGVGYNMPAAAILEGPLDIQKLER A
11011 1208.2673 3621.7802 3621.7661 387 o 83 1.9e-0068 1 R.HPLFDTMFSLQNATEGIPAVGDLSLSVQETNFK.I 11010 11012
11017 12086024 3622.7854 3622.7501 9.74 0 (42) 0.022 1 RHPLFDTMFSLQNATEGIPAVGDLSLSVQETNFK.|
11027 1208.9346 3623.7819 3623.7341 132 0 (59) 0.00051 1 RHPLFDTMFSLQNATEGIPAVGDLSLSVQETNFK |
11030 906.9625 3623.8210 3623.8181 0.79 1 (43) 0.019 1 RTYIVSQFEDAGVGYNMPAAAILEGPLDIQKLER A
11035 1200.6158 3625.8257 3625.7861 109 1 (44) 0.014 1 R.TYIVSQFEDAGVGYNMPAAAILEGPLDIQKLER A
11048 809.2330 3632.9030 3632.8800 6.33 2 42 0.014 1 K.SALKETLPDYMIPVFWVTLNELPVTANGKVDR K
11077 911.7120 3642.8188 36428165 0.62 0 (62) 0.00026 1 KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGRA 11075 11076 11079
11080 7295730 3642.8286 3642.8165 332 o (56) 0.00094 1 KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGRA
11081 1215.2848 3642.8318 3642.8165 4.19 o 78 6.3e-006 1 KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGRA
11083 911.9547 3643.8008 -3.08 0 (39) 0.049 1 KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGR A
1311 12456162 3733.8185 222 0 95 1.26-007 1 RLNDYFETNGVTITFLPTQLAEQFMELENTSLR.V
11333 1875.9196 37498134 297 0 (56) 0.00088 1 RLNDYFETNGVTITFLPTQLAEQFMELENTSLR V
11334 1250.9514 37498134 5.06 0 7) 8.1e-006 1 RLNDYFETNGVTITFLPTQLAEQFMELENTSLR V
11479 1296.3179 3885.9272 119 1 60 0.00038 1 RLLEDAAADPEKPISEYKLLSEEEAASQIQQFNPGR.T
11501 1303.6616 3807.9156 121 1 47 0.0064 1 RILLEDFAAVYTQLEQGNEPVLPQKTHSFAEYAER.L
11552 083.9940 3971.8420 0.97 1 @7 7.6e-007 1 K.TFADYLNEVKETALSAFDAQDYPLEDLIGNVQVQR.D
11553 1324.9821 3971.8420 2.90 1 100 4.1e-008 2 K.TFADYLNEVKETALSAFDAQDYPLEDLIGNVQVQR.D
11617 1356.0135 4064.9677 126 1 44) 0.015 1 R.DVSRHPLFDTMFSLQNATEGIPAVGDLSLSVQETNFK.I
11624 13606754 4078.9846 240 1 54 0.0014 1 R.DVSRHPLFDTMFSLQNATEGIPAVGDLSLSVQETNFK.I
11625 1021.0079 4079.9786 588 1 (45) 0.013 1 RDVSRHPLFDTMFSLQNATEGIPAVGDLSLSVQETNFKI
11626 1361.0126 4079.9786 9.13 1 (@5) 0.012 1 RDVSRHPLFDTMFSLQNATEGIPAVGDLSLSVQETNFKI
11652 1375.9935 4124.9623 -0.86 0 7 24e-005 1 RTILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK.G
11653 1082.5002 4125.9463 6.19 0 (58) 0.00054 1 R TILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK.G
11657 1381.3300 4140.9572 261 0 (58) 0.00054 1 RTILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK G
11659 829.3984 41419413 352 o (48) 0.0042 1 R.TILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK.G
11672 1389.0016 4163.9748 1.96 0 85 1.1e-006 1 K.ETNYLSITEQDTILGLSNYVFDAFMFDMFGSLLNGAK.L
11677 10427545 4166.9268 149 o (66) 9e-005 1 K.ETNYLSITEQDTILGLSNYVFDAFMFDMFGSLLNGAK.L
11695 1053.5334 4210.0966 1.2 1 (69) 4.7e-005 1 R.LAEQNGATLYMVMLSAYYTLLSKYTGQDDIIVGTPSAGR.N
11697 1405.0466 4212.0846 127 1 73 1.6e-005 1 RLAEQNGATLYMVMLSAYYTLLSKYTGQDDIIVGTPSAGR.N
11707 1415.0325 4242.0864 256 1 (67) 8.16-005 1 RLAEQNGATLYMVMLSAYYTLLSKYTGQDDIVGTPSAGRN
11746 1085.2590 4337.0263 445 1 89 2.86-007 1 RYLI FTRS
11748 1085.5143 4338.0103 4.08 1 @7 5.26-006 1 RYLI DVSFNYLS JAGLFTR.S
11756 1089.2654 4353.0212 2.57 1 (63) 0.00015 1 R.YLTAPEHKEDVAFSIQPDVSFNYLGQFDEMSDAGLFTR.S 11757 11758
11762 1089.7648 4354.9802 9.35 1 (a4) 0.012 1 RYLI IQPDVSFNYLGQ JAGLFTR.S
11765 1089.7686 4354.9802 128 1 1) 0.026 1 RYLT IQPDVSFNYLGQ! JAGLFTR.S
11806 14990726 4494.1981 4484.1539 9.39 1 60 0.00043 1 R.TVKETNYLSITEQDTILGLSNYVFDAFMFDMFGSLLNGAK.L
11829 1509.0612 4524.1617 45241757 -3.40 1 43) 0.018 1 R.TVKETNYLSITEQDTILGLSNYVFDAFMFDMFGSLLNGAK.L
11830 1132.0576 4524.2014 45241757 5.68 1 (46) 0.0091 1 R.TVKETNYLSITEQDTILGLSNYVFDAFMFDMFGSLLNGAK.L
11856 11543378 4613.5222 4613.3040 3.94 1 68 4.8e-005 1 K.LFTVSLEYQVMQWQKEEDLAFLTEPIFSGSGLNDVSIHVK.D
11860 924.0693 4815.3103 46152720 8.30 1 1) 0.00028 1 KLFTVSLEYQVMQWQKEEDLAFLTEPIFSGSGLNDVSIHVK.D
11861 1539.4456 4815.3149 4615.2720 928 1 1) 0.0026 1 KLFTVSLEYQVMQWQKEEDLAFLTEPIFSGSGLNDVSIHVK.D
11864 1154.8394 4615.3283 46152720 12.2 1 (62) 0.00019 1 K.LFTVSLEYQVMQWQKEEDLAFLTEPIFSGSGLNDVSIHVK.D 11859 11863

£499188862  MULTISPECIES: Surfactin synthase subunit 1 [Bacillus]
£915488337  non-ribosomal peptide synthetase [Bacillus subtilis]
£505915452  non-ribosomal peptide synthetase [Bacillus subtilis]
£l674707697  non-ribosomal peptide synthetase [Bacillus subtils]
£il396481 sifA1 [Bacillus subtilis]

£i757756185  non-ribosomal peptide synthetase [Bacillus subtilis]
£i874360653  non-ribosomal peptide synthetase [Bacillus subtilis]
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£il740642894
£il727789220
£il695810999
£il516292825
£il753212334
£[752706032
£l695808907
827042896
£il754291220
£il753213776
£il740641903
£il752689006
£il760325311
£il763172991
£il674707698
£l752705403
£l727789222
2657202728
£il827042897
£il518542182
£il499188863
£il695816705
£il516292826
£il810425190
£il639241916
£[752704565
£[752706030
742326967
£il760325309
£il504288673
£il396482

£il757756184
£il753215568

non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus subliis]
non-ribosomal peptide synthetase [Bacillus sublils]
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Figure 17.MASCOT report for MS/MS analysisof gel excisedfluorescentprotein (###,SrfAB) bands
from the B. subtilis ATCC 21332proteome.

Database : NCBInr 20151207 (77704984 sequences; 28292933896 residues)
Taxonomy : Baclllus subfills (127756 sequencas)

Protein hits gi[740641903 non-ribosomal peptide synthetase [Bacillus sublilis]

£il740641901  non-ribosomal peptide synthetase [Bacillus subtilis]

gl by | peptide [Bacillus subtilis]

£i[740641903  Mass: 400578 Score: 17251 Matches: 433(433) Sequences: 185(185) emPAL 7.02

non-ribosomal peptide synthetase [Bacillus sublilis]
Query  Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Unique Peptide
4624  314.7052 627.3958  627.3956  0.37 [] 29 0.019 1 RTGPLLKA

4660  635.3765 634.3692 634.3600 0.29 [] 36 0.0086 1 KDILFKV

5156 414.7631 8275116 8275116 -0.09 [] 35 0.02 1 RLIVLGGEK.I

5159 4157403 8204660 8294857 0.27 0 38 0.035 1 KSVNELIRS

5168 417.7270 833.4394 8334305 -0.21 [} 37 0.035 1 KFAVVNERN

5183 419.7301 837.4456  837.4457 -0.13 [] 43 0.0033 1 K.GVQIEHR.N

5226  429.7251 857.4356 8574355 0.12 [] (33) 0.032 1 RELNAAANR.L

5227  429.7251 857.4356 8574355 0.19 [] (33) 0.029 1 RELNAAANR.L

5228  429.7251 857.4356 8574355 0.19 [] (35) 0.016 1 RELNAAANRL

5229  429.7251 857.4357 8574355 0.26 [} @37) 0.012 1 RELNAAANR.L

5230 429.7252 857.4358 8574355 033 [] @7 0.012 1 R.ELNAAANR.L

5231 429.7252 857.4359 8574355  0.47 [] 39 0.0089 1 RELNAAANR.L

5252 436.7452 871.4759 8714763 -0.45 [] 36 0.03 1 U REVAVGELRK

5281 4422409 8824673 8824671  0.22 0 39 0.0055 1 KAAAANPNVRL

5282 442.2411 882.4676 8824671 0.58 [} (36) 0.0099 1 KAAAANPNVR.L

5406 466.2640 030.5135 9305134 0.1 [] 43 0.0097 1 KLQSSLDLR.T

5469  476.2302 050.4458 9504457  0.09 [] 45 0.0028 1 K.DANFESLR.L

5475  476.7481 951.4817 9514814 034 [] 44 0.0043 1 KWSEYVLR.L

5512 482.7642 963.5138 9635138  0.07 [] 84 5.4e-005 1 KAGGNLLTYR.E

5527  485.2299 968.4453  968.4451 0.29 [} 40 0.0056 1 RYSLEDSGAK.F

5528 485.2299 068.4453  968.4451 0.29 [] 39) 0.0058 1 RYSLEDSGAK.F

5568  492.2345 082.4544 9824542 017 [] 47 0.0015 1 K.DAGMFGTLR.H + Oxidation (M)
5671 507.8006 1013.5867 1013.5869 -0.20 1 46 0.0028 1 KLVQLEEKR.H

5727 516.2847 1030.5548 1030.5546  0.17 [] 42 0.012 1 RIELGEIETKL

5745 521.2372 1040.4598 10404597  0.12 [} 46 0.0026 1 R.FMAEDSSVR.M

5754 521.8164 1041.6181 1041.6182 -0.07 1 52 0.00044 1 RKLVEQGLQK.G

5756  522.3268 1042.6391 1042.6386  0.47 1 39 0.011 1 RVLLTGGDKLK.R

5798  520.7834 1057.5522 1057.5516  0.59 [] 69 1.4e-005 1 RDSLNQLVNRH

5879  637.3137 1072.6128 1072.6128 -0.02 1 52 0.00087 1 R.SKLVQLEEKR

5884  538.2613 1074.5081 1074.5080  0.10 [} 44 0.0057 1 REEDAEEIKA

5888  538.2785 1074.5424 1074.5418  0.64 [] 43 0.0088 1 KERPSSISGSR.N

5889  538.2787 1074.5428 1074.5418  0.99 [] (38) 0.025 1 KERPSSISGSR.N

5893 5392536  1076.4926 10764920 057 0 77 22¢-006 1 K.GETAAIMNDR.S

5924 5443091  1086.6036 1086.6033 0.25 0 56 0.00039 1 RDIVIGSVTAGR.T

5929  545.2581 1088.5016 1088.5026 -0.94 [} 34 0.033 1 RYFTETAETK.G

5939 547.2511 1092.4876 10924870  0.64 [] (56) 0.00022 1 K.GETAAIMNDR.S + Oxidation (M)
6076  572.8398 1143.6651 1143.6652 -0.06 [] 45 0.0034 1 KIIPTDVLAFR.K

6082 574.7831 1147.5517 1147.5509  0.69 [] 38 0.025 1 KEEQTFEPIR.Q

6087  575.3168 11486190 11486190 0.01 [] (75) 4.4e-006 1 RLSDGTLAFIGRA

6088 575.3173 1148.6200 1148.6190  0.87 [} 80 1.5e-006 1 RLSDGTLAFIGR.A

6091 576.2975 1150.5804 1150.5805 -0.03 [] 55 0.0004 1 RMYVLNQLDR.Q

6116  582.8167 1163.6189 1163.6186  0.20 [] 66  3.5e-005 1 R.QIVEVFNSTKA

6121  583.3088  1164.6030 1164.6026  0.31 0 (44)  0.0061 1 R.QIVEVFNSTK A + Deamidated (NQ)
6128  584.2954 1166.5763 1166.5754  0.76 [] (41) 0.013 1 RMYVLNQLDR.Q + Oxidation (M)
6150  589.8066 1177.5987 1177.5979  0.72 [} 56  0.00033 1 KFDLSLEAVER.E

6199 400.5870 1198.7392  1198.7397 -0.45 2 56  0.00013 1 RVLLTGGDKLKR.A

6231 604.8071 1207.5996 1207.5986  0.84 [] 69  1.9e-005 1 KWTGGGIEYIGR.

6236 606.3168 12106191 1210.6234 -3.58 0 36 0.035 1 KTFAQFLEEVKT

6249 610.8249 1219.6353 1219.6349  0.33 [] (41) 0.013 1 KAFVQPFELNRA

6250  610.8251 1219.6356 1219.6349  0.52 [} 50 0.0016 1 KAFVQPFELNRA

6251 610.8252 1219.6358 1219.6349  0.74 [] (45) 0.0048 1 KAFVQPFELNRA

6252 610.8254 1219.6363 1219.6349 1.13 [] (43) 0.007 1 KAFVQPFELNRA

6253  610.8254 1219.6363 1219.6349 113 [] (36) 0.037 1 KAFVQPFELNRA

6254  610.8254 1219.6363 1219.6349 113 [] (41) 0.011 1 KAFVQPFELNRA

6285  410.5785 1228.7136 1228.7139 -0.28 2 (40) 0.01 1 R.SKLVQLEEKR.H

6286 615.3642 1228.7138 1228.7139 -0.04 2 @7 0.021 1 R.SKLVQLEEKR.H

6287  308.1859 1228.7145 1228.7139  0.52 2 (34) 0.046 1 R.SKLVQLEEKR.H

6288 615.3646 1228.7147 1228.7139  0.64 2 62  6.5e-005 1 R.SKLVQLEEKR.H

6302 617.3170 12326195 12326190 0.41 [] 45 0.0057 1 RFVADPFVPGERM

6308 618.3114 1234.6082 1234.6082  0.08 [} 53 0.00086 1 U RVDLSDPDTFVKR

6319 413.5506 1237.6301 1237.6302 -0.14 1 47 0.0027 1 RIRYSLEDSGAK.F

6326 620.8201 1230.6256 1239.6248  0.67 [] 52 0.00084 1 K.SLFQNYEALR.A

6329 6213112  1240.6078 1240.6088 -0.80 0 (52) 0.001 1 K.SLFQNYEALR A + Deamidated (NQ)
6367  629.3265 1256.6385 1256.6401 -1.24 [] 47 0.0032 1 KAEVDLHVFEAK E

6368 419.8876 1256.6409 1256.6401 0.63 [} (40) 0.014 1 KAEVDLHVFEAK.E

6390  631.8350 1261.6554 1261.6554 -0.02 [] 55 0.00064 1 R.GYVNLPELTEK.Q

6419 635.3437 1268.6728 1268.6724  0.31 [] 38 0.02 1 REDIIPNVNISR.T

6435  636.8875 1271.7605 1271.7601 025 1 40 0.0042 1 KIIPTDVLAFRKM

6465 6423010  1282.5875 12825863 0.92 0 55  0.00034 1 K.QDMYPLSSAQK R + Oxidation (M)
6487  644.8231 1287.6317 1287.6306  0.83 1 47 0.0032 1 K.GREEDAEEIIKA

6494 B46.8736 1291.7326 1291.7322  0.35 1 37 0.018 1 R.FKENLLMLIR.H + Oxidation (M)
6495  431.5848 1291.7327 1291.7322  0.39 1 @7) 0.02 1 R.FKENLLMLIR.H + Oxidation (M)
6499  647.7994  1293.5842 12035837  0.40 0 69 1.6e-005 1 REYGLVGDEEQR.Q

6505  848.3159 12946172 12946153 1.43 1 35 0.045 1 R.GYLNREDETAKR

6537 651.8254 1301.6363 1301.6364 -0.08 [} 50 0.0018 1 K.QAQQTPDHPAVKA + Gin->pyro-Glu (N-term Q)
6554  653.3671 1304.7197 1304.7201 -0.28 1 58 0.0002 1 RRLSDGTLAFIGR.A

6556 435.9139 1304.7200 1304.7201 -0.07 1 (45) 0.0042 1 RRLSDGTLAFIGR.A

6599 4405616  1318.6631 1318.6630  0.12 0 (36) 0.045 1 K.QAQQTPDHPAVKA

6600  660.3394  1318.6643 1318.6830  1.00 0 (44)  0.0087 1 K.QAQQTPDHPAVKA

6641 664.3759 1328.7373 1326.7368  0.39 1 58  0.00014 1 R.LRDSLNQLVNR.H

6692 673.3906 1344.7666 1344.7687 -1.57 [] 79 1e-006 1 R.SVETVVGMLAVLK.A

6693  449.2637 1344.7694 13447687  0.51 [] (45) 0.0027 1 R.SVETVVGMLAVLK.A
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Figure 17. MASCOT report for MS/MS analysis of gel excised fluorescent protein (###, SrfAB) bands from the B. subtilis ATCC 21332 proteome.
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65
(44
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(35)
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79
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56
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55
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®1
63
s0)
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9
55
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76
@
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43
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“0)
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43
70
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0.0013
7e-005
0.0051
0.00062
0.042
0.00085
0.00056
0.0022
1.1e-006
0.00074
9.9e-005
0.00041
8.8e-008
0.00097
0.00054
0.0038
0.011
8.6e-007
0.0035
0.039
0.0014
0.046
0.00061
0.00057
0.02
9.9e-005
0.0071
2.2¢-005
0.00034
0.00071
0.027
7.3e-007
0.0039
0.0003
0.0028
0.013
9.9e-005
0.046
0.00015
7e-005
0.0007
0.00032
0.0009
0.00073
5.9e-006
0.014
0.00053
0.0055
1.3e-007
0.017
7.9e-008
5.2e-006
0.00041
0.0057
0.00027
0.00024
0.00018
0.00056
0.001
6.9e-006
6.5e-005
0.00073
0.046
1.56-005
0.0031
0.0029
0.00013
0.00052
0.00022
0.0011
0.024
0.00036
5.3¢-005
0.0018
2.7e-007
0.014
1.3e-005
7.3¢-006
0.0081
0.00021
0.014
0.032
3e-005
8.26-010
0.0012
1.8e-006
0.0003
0.0044
0.0031
0.0023

0.0007
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KNAGYVPVTEEDRM
KNAGYVPVTEEDR.M + Deamidated (NQ)
RNALPKPNAAQSGGK A
RNALPKPNAAQSGGK A
RNALPKPNAAQSGGK.A + Deamidated (NQ)
RNALPKPNAAQSGGK.A + Deamidated (NQ)
RNALPKPNAAQSGGK.A + Deamidated (NQ)
KLAEWEGILGVRA

KLAEMWEGILGVRA
R.SVETVVGMLAVLK.A + Oxidation (M)
R.SVETVVGMLAVLK.A + Oxidation (M)
RSAEVMVSILGVMKA
RLAGFEQPSVLPGRL

KISSYSMLHHVAK F
R.SAEVMVSILGVMK.A + Oxidation (M)
R.SAEVMVSILGVMK.A + Oxidation (M)
KISSYSMLHHVAK.F + Oxidation (M)
KISSYSMLHHVAKF + Oxidation (M)
RSAEVMVSILGVMK A + 2 Oxidation (M)
RWLPDGNIEFLGR.

RWLPDGNIEFLGR.

RWLPDGNIEFLGR.

RWLPDGNIEFLGR I + Deamidated (NQ)
RGYLNRPQLTAER F

R.GYLNRPQLTAER F + Deamidated (NQ)
K.QDMYPLSSAQKR.M + Oxidation (M)
K.QDMYPLSSAQKR.M + Oxidation (M)
R.GYLNREDETAKR F

KTVHQLFEETAQR H

KTVHQLFEETAQRH

KTVHQLFEETAQR H + Deamidated (NQ)

K YNGAAFDSAFIER.T
RTSFMEANGEPVQR |
RTSFMEANGEPVQR | + Deamidated (NQ)
RTVFVHQQLQKPR.Q
RTVFVHQQLQKPR.Q
RTVFVHQQLQKPR.Q
RTSFMEANGEPVQRI + Oxidation (M)
RTSFMEANGEPVQR| + Oxidation (M)
R.TSFMEANGEPVQR.| + Deamidated (NQ); Oxidation (M)
KKLAEIWEGILGVR A
KKLAEIWEGILGVR A

KETAEKWSEYVLR L
KETAEKWSEYVLR L
KTLQALIEHHDALR.M
KEQQTFAELLEQAK.Q
KEQQTFAELLEQAK.Q

K TDFFEPSAFDMGR.Q + Oxidation (M)
RMMEAAVDQPAAFVR E
KEQQTFAELLEQAK.Q + Deamidated (NQ)
RMMEAAVDQPAAFVR.E + Oxidation (M)
RMMEAAVDQPAAFVR.E + Oxidation (M)
KGMMLIANIQAELEK.S
RMMEAAVDQPAAFVR.E + 2 Oxidation (M)
RMMEAAVDQPAAFVR.E + 2 Oxidation (M)
RMMEAAVDQPAAFVR.E + 2 Oxidation (M)
RMMEAAVDQPAAFVR.E + 2 Oxidation (M)
KALPEPDIEAGSGEYKA

K GMMLIANIQAELEK S + Oxidation (M)

K. GMMLIANIQAELEKS + Oxidation (M)
KAGAAYVPLDPALPGDR.L
KAGAAYVPLDPALPGDR.L

K VHYEDISHADENR.Q

K VHYEDISHADENR.Q

K VHYEDISHADENR.Q

K VHYEDISHADENR.Q
K.GMMLIANIQAELEKS + 2 Oxidation (M)
KEYSFTWDETLVGR.
K.QDNEEAESYWSER L + Gln->pyro-Glu (N-term Q)
RFVENPYSPGSLMYK.T
R.TPANGQGKPYSDYIKW
R.TPANGQGKPYSDYIKW
RTPANGQGKPYSDYIKW + Deamidated (NQ)
RTPANGQGKPYSDYIK W + Deamidated (NQ)
KQDNEEAESYWSER.L
RFVENPYSPGSLMYK.T + Oxidation (M)
K.YASQDDINGSPTAGR.T
KYASQDDIVGSPTAGR.T
KYASQDDIVGSPTAGR.T
K.YASQDDIVGSPTAGR.T + Dearmidated (NQ)
KETYTAPDEIAHYIK.E
KETYTAPDEIAHYIK.E
RAQGAGNEDIVAIVMDR $
RAQGAGNEDIVAIVMDR S
RAQGAGNEDIVAIVMDR S + Deamidated (NQ)
KLNMAEHVTEAAVIIR.K
KLNMAEHVTEAAVIIR K + Deamidated (NQ)
RHLIGGDALVPHIVSK V
RHLIGGDALVPHIVSK V
RHLIGGDALVPHIVSK.V
KALAVPETALEESLCR.I + Proplonamide (C)
RELDEQANQLAHHLRA



7582 558.6160 1672.8263 1672.8281 -1.10 [] (60) 0.00026 1 RELDEQANQLAHHLR.A

7583 837.4211 1672.8277 1672.8281 -0.22 [] 89  2.8e-007 1 R.ELDEQANQLAHHLR.A

7586 837.9098 1673.8050 1673.8043  0.45 [] (91) 2.3e-007 1 RAQGAGNEDIVAIVMDR.S + Oxidation (M)
7587 837.9117 1673.8088 1673.8043 2.71 [] (94) 1.1e-007 1 RAQGAGNEDIVAIVMDR.S + Oxidation (M)
7588  558.9446 1673.8121 1673.8121 -0.01 [} (54) 0.00099 1 R.ELDEQANQLAHHLR.A + Deamidated (NQ)
7589 558.9448 1673.8125 1673.8121 0.21 [] (56) 0.00069 1 RELDEQANQLAHHLR.A + Deamidated (NQ)
7590  558.9451 1673.8134 1673.8121 0.76 [] (41) 0.02 1 R.ELDEQANQLAHHLR.A + Deamidated (NQ)
7600 840.9426 1679.8707 1679.8703  0.24 1 39 0.034 1 RDSLNQLVNRHESLR.T

7607 561.6260  1681.8561 1681.8383 106 1 37) 0.044 1 RDSLNQLVNRHESLR.T + 2 Deamidated (NQ)
7609  561.6351 1681.8834 1681.8821 0.76 [} 109  2.4e-009 1 K.LNMAEHVTEAAVIIR.K + Oxidation (M)

7610 841.9497 1681.8849 1681.8821 1.64 [] (81) 1.4e-006 1 KLNMAEHVTEAAVIIR.K + Oxidation (M)

7650  567.9579 1700.8518 1700.8522 -0.20 1 (67) 4.6e-005 1 KIKYNGAAFDSAFIER.T

7651 851.4341 1700.8536 1700.8522  0.83 1 (53) 0.0013 1 KIKYNGAAFDSAFIER.T

7652 851.9249 1701.8352 1701.8362 -0.59 1 72 1.6e-005 1 KIKYNGAAFDSAFIER.T + Deamidated (NQ)
7653  568.2857 1701.8353 1701.8362 -0.53 1 (55)  0.00079 1 KIKYNGAAFDSAFIER.T + Deamidated (NQ)
7679 856.9293 1711.8441  1711.8417 1.40 [] 65 9e-005 1 KAGAAFLPIDPETPEER.I

7680  856.9638 1711.9131  1711.9145 -0.82 [] 80 1.7e-006 1 RNLAYVIYTSGTTGKPK.G

7681 571.6452 17119138 17119145 -0.41 [] (58) 0.00075 1 RNLAYVIYTSGTTGKPK.G

7688 857.4542 1712.8939 1712.8985 -2.68 [] (47) 0.0041 1 RNLAYVIYTSGTTGKPK.G + Deamidated (NQ)
7694 8594115 1716.8084 1716.8108 -1.35 [} 89 2.9e-007 1 K.AGGAFVPIDPDYPDQR.I

7719 871.9159 1741.8173 17418172  0.07 [] 62  0.00019 1 R.QASYQQHYPVSPAQR.R + GIn->pyro-Glu (N-term Q)
7720 581.6133 1741.8182 17418172  0.55 [] (47) 0.0085 1 R.QASYQQHYPVSPAQR.R + GIn->pyro-Glu (N-term Q)
7725  875.3950 1748.7755 1748.7754  0.05 [] 83  1.2e-006 1 U KDFAVWQNEAEQQERM

7744 8804291  1758.8437 1758.8438 -0.02 0 (58) 0.00074 1 RQASYQQHYPVSPAQR R

7745 587.2887 1758.8443 1758.8438  0.29 [} (39) 0.034 1 R.QASYQQHYPVSPAQR.R

7796 599.0010 1793.9811 1793.9821 -0.58 1 74 520006 1 KLNMAEHVTEAAVIIRK.N

7797 449.5029 1793.9824 1793.9821 0.13 1 (50) 0.0013 1 K.LNMAEHVTEAAVIIRK.N

7816 9034392  1804.8639 1804.8666 -1.50 0 (60)  0.0003 1 RTSFDMIDGEVVQTVHKN

7817 6026302  1804.8687 1804.8666  1.20 0 (54)  0.0013 1 RTSFDMIDGEVVQTVHKN

7819 602.6350 1804.8832 1804.8818  0.79 [} 53 0.0016 1 KIYQGADMELPQIHYK.D

7821 904.5268 1807.0390 1807.0356 1.90 1 39) 0.0049 1 RLAGFEQPSVLPGRLPVK K

7822 603.3537 1807.0393 1807.0356  2.03 1 45 0.0011 1 R.LAGFEQPSVLPGRLPVK K

7827 604.3309 1800.9708 1809.9771 -3.47 1 (40) 0.014 1 KLNMAEHVTEAAVIIRKN + Oxidation (M)
7828  604.3309 1800.9708 1809.9771  -3.47 1 (40) 0.015 1 KLNMAEHVTEAAVIIRKN + Oxidation (M)
7829  604.3309 1809.9710 1809.9771 -3.37 1 (35) 0.044 1 KLNMAEHVTEAAVIIRK.N + Oxidation (M)
7830 604.3313 1800.9721 1809.9771 -2.76 1 (70) 1.5e-005 1 K.LNMAEHVTEAAVIIRK.N + Oxidation (M)
7832 453.5016 1800.9775 1809.9771 0.24 1 (48) 0.0024 1 KLNMAEHVTEAAVIIRK.N + Oxidation (M)
7833 905.9966  1800.9787 1809.9771  0.92 1 (56)  0.00035 1 KLNMAEHVTEAAVIIRKN + Oxidation (M)
7840  907.4254 1812.8363 1812.8391 -1.53 1 87 5.8e-007 1 KTKVHYEDISHADENR.Q

7841 454.2170 1812.8387 1812.8391 -0.20 1 (78) 4.3e-006 1 K.TKVHYEDISHADENR.Q

7842 605.2870 1812.8391 1812.8391 0.04 1 (79) 3.8e-006 1 KTKVHYEDISHADENR.Q

7856 909.9426 1817.8707 1817.8723 -0.89 [] 70 2.6e-005 1 R.EEDIGLSFDYATALFK.D

7866 911.4380 1820.8614 1820.8615 -0.04 [] 87  7.2e-007 1 R.TSFDMIDGEVVQTVHK.N + Oxidation (M)
7867 607.9615  1820.8626 1820.8615  0.63 0 (58)  0.0006 1 RTSFDMIDGEVVQTVHKN + Oxidation (M)
7868 911.4435 1820.8725 1820.8767 -2.29 [} (39) 0.047 1 KIYQGADMELPQIHYK.D + Oxidation (M)
7869 607.9654 1820.8743 1820.8615  7.05 [] (48) 0.0052 1 R.TSFDMIDGEVVQTVHK.N + OxIdation (M)
7879 914.4787 1826.9428 1826.9414 0.7 [] 93 1.2e-007 1 U RTPASTAVYEGTVLTYRE

7903 919.4606 1836.9066 1836.9080 -0.77 [] (86) 7.5e-007 1 RHMTQITEATFAALFEK.Q

7904 813.3107 1836.9104  1836.9080 1.28 [] (83) 1.5e-006 1 RHMTQITEATFAALFEK.Q

7925 9264774 1850.8403 1850.9414 -0.61 1 65 7.5e-005 1 RTAPAGDKTFAQFLEEVK.T

7926 ©17.9882 1850.9428 1850.9414  0.76 1 (40) 0.025 1 R.TAPAGDKTFAQFLEEVK.T

7927 618.0074 1851.0005 1851.0003  0.14 1 39 0.019 1 K.AGAAYVPLDPALPGDRLR.F

7929  618.3166 1851.9279 1851.9254 1.36 1 (60) 0.0003 1 R TAPAGDKTFAQFLEEVK.T + Deamidated (NQ)
7930  927.4584 1852.9022 1852.9029  -0.40 [] 87 6.8e-007 1 RHMTQITEATFAALFEK.Q + Oxidation (M)
7945 932.0024 1861.9902 1861.9938 -1.93 [} 96 4.7e-008 1 U KLTPSLFHTIVNTSSFAK.D

7946 621.6721 1861.9944 1861.9938  0.29 [] (43) 0.0092 1 U KLTPSLFHTIVNTSSFAK.D

7947 621.6724 1861.9953 1861.9938  0.78 [] (49) 0.0021 1 U  KLTPSLFHTIVNTSSFAK.D

7948 621.6724 1861.9953 1861.9938  0.78 [] (48) 0.0024 1 U  KLTPSLFHTIVNTSSFAKD

7953  622.0005 1862.9798 1862.9778 1.08 [] (61) 0.00018 1 U  KLTPSLFHTIVNTSSFAK.D + Deamidated (NQ)
7972 626.3146 1875.9219 1875.9214  0.28 [} 41 0.029 1 R.EENGDIVQAYKPIGESK.V

7991 949.5282 1897.0418 1897.0421 -0.16 [] 110 1.1e-009 1 KLVPPGASGQLYITGQGLAR.G

7992 633.3549 1897.0429  1897.0421 0.41 [] (35) 0.04 1 K.LVPPGASGQLYITGQGLAR.G

7993 6333556  1897.0451 1897.0421 157 0 (64) 4.7e-005 1 KLVPPGASGQLYITGQGLAR.G

7994 9495311  1897.0477 1897.0421 293 0 (91) 8.4e-008 1 KLVPPGASGQLYITGQGLAR.G

8040  961.0167 1920.0189 1920.0179  0.52 [} (53) 0.0011 1 RISTMWLTSPLFNQLAAK.D

8041 641.0138 1920.0195 1920.0179  0.86 [] 65 6.7e-005 1 RISTMWLTSPLFNQLAAK.D

8068  484.7903 1935.1321 1935.1306  0.82 2 (29) 0.038 1 R.LAGFEQPSVLPGRLPVKK.D

8070  968.5737 1935.1328 1935.1306 1.15 2 32 0.018 1 RLAGFEQPSVLPGRLPVKK.D

8073 969.0123  1936.0101 1936.0128 -1.39 0 (49)  0.0029 1 RISTMWLTSPLFNQLAAK.D + Oxidation (M)
8074  B46.3444 1936.0114 1936.0128 -0.71 [} (55) 0.00079 1 RISTMWLTSPLFNQLAAK.D + Oxidation (M)
8076  969.5093 1937.0041 1936.9968  3.78 [] (49) 0.0028 1 RISTMWLTSPLFNQLAAK.D + Deamidated (NQ); Oxidation (M)
8078 647.3551 1939.0435 1939.0462 -1.39 [] 74 7.3e-006 1 KHLLLLDMHHIIADGVSR.G

8102 9755175  1949.0205 1949.0218 -0.68 0 98  3.5e-008 1 K.QADQGPVEGEVILTPIQR W

8103 9755194 1949.0241  1949.0218 1.20 [] (89) 2.8e-007 1 K.QADQGPVEGEVILTPIQR W

8104  650.6822 1949.0249  1949.0218 1.60 [} (42) 0.016 1 K.QADQGPVEGEVILTPIQRW

8107  488.2717 1949.0577  1949.0555 1.14 2 37 0.037 1 R.LRDSLNQLVNRHESLR.T

8126 489.7677 1955.0416  1955.0411 0.25 [] (85) 0.00068 1 K.HLLLLDMHHIIADGVSR.G + Oxidation (M)
8137  654.0419 1950.1040 1959.1013 1.34 1 40 0.009 1 RLENAIQQLINRHEILR.T

8183  862.0215 1983.0426 1983.0425  0.04 1 (52) 0.0014 1 U KRTPASTAWYEGTVLTYR.E

8184  992.5316 1983.0486 1983.0425 3.04 1 86  5.5e-007 1 U  KRTPASTAVVYEGTVLTYRE

8191 663.6744 1988.0013 1987.9997  0.83 1 56  0.00094 1 KLVEQGLQKGETAAIMNDR.S + Oxldation (M)
8230  670.6664  2008.9773 2008.9775 -0.10 1 (76) 9.1e-006 1 R.MEAKEQQTFAELLEQAK.Q + Oxidation (M)
8233 1005.9087  2009.98290 2009.9615 10.6 1 77 7.8e-006 1 RMEAKEQQTFAELLEQAK.Q + Deamidated (NQ); Oxidation (M)
8243  1009.4761  2016.9377 20169350 1.35 0 56 0.001 1 KVSFEIVDLYGSDEEMLR.S + Oxidation (M)
8257 1014.9840  2027.9533 2027.9357  8.68 [} 81 2.9e-006 1 R.NMTAIGQYEGTIVSLDDGK.W + Deamidated (NQ); Oxidation (M)
8258  676.9946  2027.9619 2027.9622 -0.17 [] 56 0.0011 1 KAELPEGMAVHQVFEEQAK R + OxIdation (M)
8259 1014.9839  2027.9652 2027.9622 1.46 [] (85) 0.0013 1 K.AELPEGMAVHQVFEEQAK R + Oxidation (M)
8265 1016.5231 2031.0317 2031.0871 -2.67 [] 126  8.3e-011 1 RLSDVDLLSSAETAALLEER H

8266  678.0201 2031.0386  2031.0371 071 0 (102) 1.9e-008 1 RLSDVDLLSSAETAALLEER H

8280 1021.5992  2041.1839 2041.1857 -0.86 [} (36) 0.0096 1 RVGVLTKPSLEMSAAVLSVLKA

8282 681.4031 2041.1876 2041.1857  0.93 [] (69) 4.9e-006 1 R.VGVLTKPSLEMSAAVLSVLK A

8298  684.6948  2051.0626 2051.0623  0.18 [] (49) 0.0042 1 RTHPDLQGVPGMFVNTVALR.T



8301
8311
8314
8315
8316
8317
8318
8329
8331
8337
8352
8353
8363
8365
8374
8394
8395
8396
8406
8409
8411
8412
8413
8418
8419
8420
8421
8422
8500
8504
8505
8509
8511
8519
8520
8521
8533
8534
8553
8567
8568
8571
8572
8577
8578
8593
8594
8598
8602
8633
8634
8637
8659
8660
8662
8680
8681
8707
8708
8718
8719
8748
8779
8780
8781
8799
8800
8811
8812
8827
8828
8831
8860
8861
8868
8869
8914
8916
8918
8920
8946
8947
8957
9007
9020
9021
9022
9023
9024
9028
9033
9034

1027.0438
686.3899
686.7346

1029.5992
515.3033
687.6710

1031.0045
690.0265

1034.5380
691.6651
695.3859
521.7918

1046.0396

1047.0124
701.0409
703.6731

1055.0098

1055.0099
706.3711

1059.0561
706.6885

1059.5303
530.2816
709.0071

1063.0085
709.6520
709.6525

1063.9773
723.6989
544.3250
7254312
725.7584

1089.5228
729.0283
547.0231

1093.0409

1095.0355
730.3602

1102.5414
738.0734

1106.6083
738.3817

1107.0710
741.0393

1111.0564
742.7033

1113.5633
743.0313

1118.0227

1129.0453

1129.0453
753.3661
758.3633

1137.0432

1137.0488
760.7377

1140.6035
763.6962

1145.0427
764.3801

1146.0686
772.0554
778.7296
778.7333

1167.5988
784.3655

1176.0501
785.3872

1177.5790
790.7175

1185.5768
791.0524
796.4048
597.5670

1198.5985
799.4019

1206.0820

1206.5955

1206.5983
805.0653
810.0620

1214.5947
811.7336
827.3966
831.7914
831.7921
831.7926
831.7927
831.7929

1247.1888
834.0620

1250.5919

2052.0731
2056.1478
2057.1819
2057.1839
2057.1840
2059.9911
2059.9945
2067.0576
2067.0814
2071.9735
2083.1358
2083.1381
2090.0645
2092.0103
2100.1008
2107.9975
2108.0050
2108.0052
2116.0914
2116.0977
2117.0438
2117.0460
2117.0974
2123.9994
2124.0025
2125.9343
2125.9356
2125.9400
2168.0749
2173.2709
2173.2718
2174.2533
2177.0311
2184.0831
2184.06834
2184.0672
2188.0565
2188.0589
2203.0882
2211.1983
2211.2020
22121231
2212.1275
2220.0961
2220.0982
2225.0879
2225.0921
2226.0721
2234.0309
2256.0760
2256.0760
2257.0766
2272.0682
2272.0719
2272.0831
2279.1912
2279.1925
2288.0667
2288.0709
2290.1184
2290.1226
2313.1444
2333.1668
2333.1780
2333.1829
2350.0748
2350.0855
2353.1398
2353.1434
2369.1308
2369.1390
2370.1353
2386.1925
2386.19687
2395.1825
2395.1839
2410.1495
2411.1764
2411.1820
24121741
2427.1642
2427.1749
2432.1789
2479.1678
2492.3525
2492.3545
2492.3560
24923562
2492.3567
2492.3626
2499.1640
2499.1693

2052.0463
2056.1469
2057.1806
2057.1806
2057.1806
2059.9884
2059.9884
2067.0572
2067.0572
2071.9698
2083.1360
2083.1360
2080.0531
2092.0081
2100.0997
2108.0031
2108.0031
2108.0031
2116.0946
2116.0946
2117.0429
2117.0429
2117.0786
2123.9980
2123.9980
2125.9341
2125.9341
2125.9341
2168.0684
2173.2695
2173.2895
2174.2535
2177.0817
2184.0833
2184.0833
2184.0833
2188.0549
2188.0549
2203.0845
2211.1939
2211.1939
2212.1223
2212.1223
2220.0910
2220.0910
22250865
2225.0865
2226.0705
2234.0168
2256.0741
2256.0741
2257.0581
22720690
22720890
2272.0890
2279.1910
2279.1910
2288.0639
2288.0839
2290.1158
2290.1158
2313.1488
2333.1427
2333.1750
2333.1750
2350.0753
2350.0753
2353.1372
2353.1372
2369.1322
2369.1322
2370.1162
2386.1951
2386.1951
2395.1763
2395.1763
2410.1396
24111712
24111712
2412.1552
2427.1661
2427.1661
2432.1747
2479.1543
2492.3540
2492.3540
2492.3540
2492.3540
2492.3540
2492.3540
2499.1852
2499.1852

134
045
061
162
1.66
127
204
023
203
177

0.14
1.00
5.46
1.05
054

265
091
1.03

-1.50
1.48
041
1.45
8.86
067
214
011
071
2580
2.00
067
1.07

0.10

028

0.09
0.04
179
073
1.82
169
197
367
038
237
229
3.26
064
253
071
632
0.86
0.86
8.20

036
126
6.20
0.08
066
120
204
114
3.00

-1.90
104
128
339

024
434
1.09
262

059
280
8.07

-1.06
152
258
319
411
214
447
7.82

0.80
361
173
5.45

0.60
021
0.80
087
110
347

0.49
1.62
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(66)
74
81
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(46)
(94)

(104)
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3)

76
@1)
(30)
30
(30)
47
(70)
(39)
%
(76)
83
72
50
(49)
4)
77
(75)

(49)
67
(48)
57
(87)

(583)
(46)
7)
1)

67
®0)
(103)
(s6)
58
56
45
©2)
79
929
8)
©3)
)
©1

@5)
(50)
51
(©2)
“2)
(58)

(83)
(56)
79
(68)
(49)
(85)
@3)
67

0.021
0.029
3.66-006
5.16-006
0.00074
0.038
6.8e-005
0.00075
0.00026
0.008
9.9e-006
0.0021
0.00029
1.76-006
4.26-005
0.0031
3e-010
4.7¢-007
9.76-005
1.3e-005

0.00039
0.0081

1.9e-008
2.6e-005
0.018
9.6e-006
0.031
0.027
0.024
0.038
0.0085
3.8e-005
0.047

9.3e-006
2.2¢-006
3e-005
0.002
0.0023
1.3e-005
7.8e-006
1.3e-005
2.8e-006
0.0058
8.5e-005
0.012
0.0011
1.1e-006
1.3e-008
0.0025
0.012
9.8e-006
8.5e-006
8e-005
4.9e-005
5e-006
2.3e-008
0.0013
0.00084
0.0012
0.015
0.00025

7.1e-008
1.4e-005
0.00028
4e-005
4.26-007
3.1e-008
1.9e-005
0.0041
0.0037

0.031
0.00082
5.8¢-006
1.8e-008
4.56-006
6.8e-008

2.8¢-005
0.00073
0.00087
0.00041
2e-006
2.3¢-005
0.0018
4.86-005
0.033
0.00012

R.THPDLQGVPGMFVNTVALR T + Deamidated (NQ)
KIKEFIRPFDLNDAPLIRA
RVGVLTKPSLEMSAAVLSVLK A + Oxidation (M)
RVGVLTKPSLEMSAAVLSVLK A + Oxidation (M)
RVGVLTKPSLEMSAAVLSVLK A + Oxidation (M)
R.QVSGESEALYALSFSGMIR.N + Oxidation (M)
R.QVSGESEALYALSFSGMIR.N + Oxidation (M)
RTHPDLQGVPGMFVNTVALR.T + Oxidation (M)

R THPDLQGVPGMFVNTVALR T + Oxidation (M)
KAEVDLHVFEAKEDEADQK.|
KKHLLLLDMHHIIADGVSR.G + Oxidation (M)
KKHLLLLDMHHIIADGVSR.G + Oxidation (M)
K.GGNTAIAAYVTPESADIEALK S

R TNADVQDMPGMFVNTLALR M
RKLVEQGLQKGETAAIMNDR.S
R.TNADVQDMPGMFVNTLALR.M + Oxidation (M)
R.TNADVQDMPGMFVNTLALR.M + Oxidation (M)

R TNADVQDMPGMFVNTLALR M + Oxidation (M)
RKLVEQGLQKGETAAIMNDRS + Oxidation (M)
RKLVEQGLQKGETAAIMNDR.S + Oxidation (M)
KDLFQHPTIEELTQYVERA
KDLFQHPTIEELTQYVERA
RKLVEQGLQKGETAAIMNDR.S + Deamidated (NQ); Oxidation (M)
R TNADVQDMPGMFVNTLALR M + 2 Oxidation (M)
R.TNADVQDMPGMFVNTLALR M + 2 Oxidation (M)
KWLGKQDNEEAESYWSER L
KWLGKQDNEEAESYWSER L
KWLGKQDNEEAESYWSER L
KAELPEGMAVHQVFEEQAKR T
KRPTIGRPIANAGALVLNEALK.L
KRPTIGRPIANAGALVLNEALK.L
KRPTIGRPIANAGALVLNEALK.L + Deamidated (NQ)
KGFTPEISFNYLGQFDSEVK.T
KAELPEGMAVHQVFEEQAKR T + Oxidation (M)
KAELPEGMAVHQVFEEQAKR.T + Oxidation (M)
KAELPEGMAVHQVFEEQAKR.T + Oxidation (M)
RDAAFADIFTAVQQHAVEAER.Y

R DAAFADIFTAVQQHAVEAER Y
K.QEGISVPDSYTGDVILLDGSR.T + Gin->pyro-Glu (N-term Q)
K ELALLYKGEQLPEPALHYK.D

K ELALLYKGEQLPEPALHYK.D
KAVADNPNQPLSSLSLVTETEK.Q
KAVADNPNQPLSSLSLVTETEK.Q
KQEGISVPDSYTGDVILLDGSR.T
K.QEGISVPDSYTGDVILLDGSR.T
KARPAVTYNGQSWTYGELNAK A
KARPAVTYNGQSWTYGELNAK A
KARPAVTYNGQSWTYGELNAK A + Deamidated (NQ)
KEQTNYQKDEEYWLDVFK.G
R.SPLFSVMFNMQNMEIPSLR.L + Oxidation (M)
R.SPLFSVMFNMQNMEIPSLR.L + Oxidation (M)
R.SPLFSVMFNMQNMEIPSLR.L + Deamidated (NQ); Oxidation (M)
R SPLFSVMFNMQNMEIPSLR L + 2 Oxidation (M)
R.SPLFSVMFNMQNMEIPSLR L + 2 Oxidation (M)
R.SPLFSVMFNMQNMEIPSLR.L + 2 Oxidation (M)
KALPVPTDKTVHQLFEETAQR.H
KALPVPTDKTVHQLFEETAQR.H

R SPLFSVMFNMQNMEIPSLR L + 3 Oxidation (M)
R.SPLFSVMFNMQNMEIPSLR L + 3 Oxidation (M)

K VESAFEQTSFDFNLIVYPGK.T

K VESAFEQTSFDFNLIVYPGK.T
KAEVDLHVFEAKEDEADQKIK E

K TASLQAFEHQSYPLEELIEK L + Deamidated (NQ)
K DKGGNTAIAAYVTPESADIEALK.S
KDKGGNTAIAAYVTPESADIEALK.S
KDEYVNKEYSFTWDETLVGR.
KDEYVNKEYSFTWDETLVGR.
RNMTAIGQYEGTIVSLDDGKWRN
RNMTAIGQYEGTIVSLDDGKWRN
RNMTAIGQYEGTIVSLDDGKWR.N + Oxidation (M)
RNMTAIGQYEGTIVSLDDGKWR.N + Oxidation (M)
RNMTAIGQYEGTIVSLDDGKWR.N + Deamidated (NQ); Oxidation (M)
R.QLAAYMEASAVSGGHQVLKPADK.Q + Oxidation (M)
R.QLAAYMEASAVSGGHQVLKPADK.Q + Oxidation (M)
R.QTISYNMPSVLLMEGELDISR.L
R.QTISYNMPSVLLMEGELDISR.L
R.QTISYNMPSVLLMEGELDISR.L + Gin->pyro-Glu (N-tarm QJ; 2 Oxidation (M)
R.QTISYNMPSVLLMEGELDISR.L + Oxidation (M)
R.QTISYNMPSVLLMEGELDISR.L + Oxidation (M)
R.QTISYNMPSVLLMEGELDISR L + Deamidated (NQ); Oxidation (M)
R.QTISYNMPSVLLMEGELDISR.L + 2 Oxidation (M)
R.QTISYNMPSVLLMEGELDISR.L + 2 Oxidation (M)
R EEDIGLSFDYATALFKDETIRR
KKDEYVNKEYSFTWDETLVGR.| + Deamidated (NQ)
K. TANLHQVTGPNLFQAVWGIVLSK.Y

K. TANLHQVTGPNLFQAVWGIVLSK.Y

K TANLHQVTGPNLFQAVWGIVLSK.Y
KTANLHQVTGPNLFQAVWGIVLSKY
KTANLHQVTGPNLFQAVWGIVLSKY

K. TANLHQVTGPNLFQAVWGIVLSK.Y

K ELPAPQSEAVQPEYAAPETESEKK

K ELPAPQSEAVQPEYAAPETESEK.K



9122
9143
9156
9157
9158
9217
9218
9223
9224
9256
9257
9270
9280
9282
9286
9310
9311
9324
9325
9326
9327
9328
9329
9389
9390
9391
9393
9401
9432
9433
9436
9446
9447
9448
9473
9475
9483
9502
9524
9525
9559
9560
9562
9580
9582
9593
9594
9595
9596
9597
9601
9631
9641
9673
9701
9722
9754
9755
9757
9759
9777
9779
9780
9793
9840
9845
9846
9847
9848
9857
9858
9869
9875
9942
9948

648.0774
869.4207
874.7524
656.3162
1311.6276
895.1520
1342.2286
896.8180
1344.7304
1363.6788
909.4561
914.7867
688.3405
917.7830
920.1169
928.5067
696.6332
700.6314
933.8395
700.6323
700.6323
560.7075
1400.2614
729.1390
971.8504
971.8536
729.3903
976.1926
984.1576
1475.7358
984.8231
1485.2329
990.4938
990.8249
1003.5390
1003.8853
1008.8822
1020.5510
1545.2476
1030.5011
1051.2280
1051.5521
1051.5803
1058.5573
1058.8785
798.1631
1063.8846
1064.2111
1064.2148
1064.2151
798.6616
1073.5653
1079.2285
1106.2289
850.2003
1173.8893
1215.2853
911.9579
1215.9443
912.2148
1251.2747
1251.2817
1251.9412
759.3784
1012.0079
1012.5095
810.2141
1012.5165
1012.5183
1015.7565
1015.7570
1376.3311
1036.2477
1507.4169
1131.5693

2588.2805
2605.2401
2621.2353
2621.2358
2621.2406
2682.4341
2682.4427
2687.4323
2687.4461
2725.3431
2725.3463
2741.3382
2749.3330
2750.3271
2757.3288
2782.4981
2782.5036
2798.4963
2798.4966
2798.4999
2798.4999
2798.5009
2798.5081
2912.5271
2912.5294
2912.5391
2913.5319
2925.5561
2949.4509
2949.4571
2951.4474
2968.4513
2968.4595
2969.4528
3007.5952
3008.6341
3023.6248
3058.6311
3088.48068
3088.4815
3150.6623
3151.6345
3151.7191
3172.6499
3173.6138
3188.6233
3188.6321
3180.6114
3189.6227
3180.6234
3190.6174
3217.6741
3234.6637
3315.6648
3396.7719
3518.6460
3642.8340
3643.8027
3644.8112
3644.8303
3750.8022
3750.8234
3752.8017
3791.8554
4044.0024
4048.0090
4048.0339
4046.0368
4046.0439
4058.9968
4058.9987
4125.9713
4140.9616
4519.2288
4522.2483

2588.2758
2605.2383
2621.2333
2621.2333
2621.2333
2682.4327
2682.4327
2687.4382
2687.4382
2725.3417
2725.3417
2741.3366
2749.3282
2750.3122
2757.3315
2782.5051
2782.5051
2798.5000
2798.5000
2798.5000
2798.5000
2798.5000
2798.5000
29125283
2912.5283
2912.5283
2913.5123
2925.5546
2949.4171
2949.4171
2951.4301
2968.4566
2968.4566
2969.4406
3007.5729
3008.6045
3023.6154
3058.6186
30884778
3088.4778
3150.6561
3151.6401
3151.7104
3172.62687
3173.6107
3188.6216
3188.6216
3189.6056
3189.6056
3189.6056
3190.5896
3217.6733
3234.6522
3315.6412
3396.7752
3518.6259
3642.8165
3643.8006
3644.7846
3644.7846
3750.7975
3750.7975
3752.7655
3791.8134
4043.9786
4045.9983
4045.9983
4045.9983
4045.9983
4058.9895
4058.9895
4125.9463
4140.9572
4519.2370
4522.1890

1.79
0.68
078
096
279
0.52
3.74
217
297
0.53
171
0.60
173
5.39
-0.97
-2.52
-0.54
-1.34
-1.23
-0.04
-0.04
0.31
290
-0.43
0.36
3.70
6.73
050
1.5
13.6
5.85
-1.81
0.96
41
741
9.84
3.08
4.07
0.90
1.19
1.97
-1.75
278
732
0.97
0.51
3.28
179
535
5.58
8.69
0.25
356
713
-0.95
5.70
4.80
058
7.31
12.5
1.25
6.92
964
1.1
5.88
263
8.79
951
1.3
1.79
221
6.06
1.06
-1.81
13.1
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72
@)
©3)
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“s)
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20
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0.029

1.9e-006
0.008
6.5e-005
2.6e-007
1.4e-007
1.3¢-009
6.3e-008
0.034
0.014
0.021
0.035
0.0032
0.0024
0.011
0.00075
0.035
1.6e-005
0.013
0.01
0.015
6.7¢-005
4.9e-005
0.011
5.26-006
1.8e-005
0.00016
5.9e-005
0.00036
0.00019
0.0033
1.9e-005
0.0031
0.0076
0.013
0.03
1.3¢-005
7.76-008
6.26-006
5.26-006
0.0033
0.00065
1.2e-007
0.0057
0.00061
6.7e-006

0.0049
2.1e-006
0.0084
0.0016
0.0014
146010
0.00072
0.036
8.3e-006
0.01
0.00052
0.013

0.043
0.00059
0.0096

0.0062
0.027
6.56-006
0.0014
3e-006
1.1e-006
5.1e-005
0.043
0.025
0.0031

REEDIGLSFDYATALFKDETIRRW
KMYGHTEFINHYGPTEATIGAIAGR.V

KMYGHTEFINHYGPTEATIGAIAGR.V + Oxidation (M)
KMYGHTEFINHYGPTEATIGAIAGR.V + Oxidation (M)
KMYGHTEFINHYGPTEATIGAIAGR.V + Oxidation (M)
RIELSEIEVQLAGLSEVQDAAVTAVK.D

RUELSEIEVQLAQLSEVQDAAVTAVK.D

KLLLKQEGISVPDSYTGDVILLDGSR.T

KLLLKQEGISVPDSYTGDVILLDGSR.T

K SLMAETDTTMYMFLLAAFNVLLSK.Y + Oxidation (M)

K SLMAETDTTMYMFLLAAFNVLLSK.Y + Oxidation (M)

K SLMAETDTTMYMFLLAAFNVLLSK.Y + 2 Oxidation (M)
RKMYGHTEFINHYGPTEATIGAIAGR.V + Oxidation (M)
RKMYGHTEFINHYGPTEATIGAIAGR.V + Deamidated (NQ); Oxidation (M)

K SLMAETDTTMYMFLLAAFNVLLSK.Y + 3 Oxidation (M)
RHLLLIDMHHIITDGSSTGILIGDLAK I

RHLLLIDMHHIITDGSSTGILIGDLAK I

RHLLLIDMHHIITDGSSTGILIGDLAK I + Oxidation (M)

RHLLLIDMHHIITDGSSTGILIGDLAK I + Oxidation (M)

RHLLLIDMHHIITDGSSTGILIGDLAK I + Oxidation (M)

RHLLLIDMHHIITDGSSTGILIGDLAK I + Oxidation (M)

RHLLLIDMHHIITDGSSTGILIGDLAK I + Oxidation (M)

RHLLLIDMHHIITDGSSTGILIGDLAK I + Oxidation (M)

K TASLQAFEHQSYPLEELIEKLPLTRD

K TASLQAFEHQSYPLEELIEKLPLTR.D

K TASLQAFEHQSYPLEELIEKLPLTR.D

K TASLQAFEHQSYPLEELIEKLPLTR.D + Deamidated (NQ)
RIELSEIEVQLAQLSEVQDAAVTAVKDK.G

K FDLTLGGFTDENGIGLQLEYATDLFAKE + 2 Desmidated (NQ)

K FDLTLGGFTDENGIGLQLEYATDLFAK.E + 2 Deamidated (NQ)
K.QTNLSALEHQEYPFEDLVNQLDLPR.D + Gin->pyro-Glu (N-term Q)
K.QTNLSALEHQEYPFEDLVNQLDLPR.D

K. QTNLSALEHQEYPFEDLVNQLDLPR.D

K. QTNLSALEHQEYPFEDLVNQLDLPR.D + Deamidated (NQ)
K.QLSLTLPSHMIPAFFVQVDAIPLTANGK.T + Deamidated (NQ); Gin->pyro-Giu (N-term Q); Oxidation (M)
K.QLSLTLPSHMIPAFFVQVDAIPLTANGK.T + Deamidated (NQ)
K.QLSLTLPSHMIPAFFVQVDAIPLTANGK.T + Oxidation (M)

R GYRIELSEIEVQLAQLSEVQDAAVTAVK D

K. QASPSLSLWNGYGPTENTTFSTSFLIDR.E

K.QASPSLSLWNGYGPTENTTFSTSFLIDR.E
KAVADNPNQPLSSLSLVTETEKQALLQAWK.G
KAVADNPNQPLSSLSLVTETEKQALLQAWK.G + Dearnidated (NQ)
RKQLSLTLPSHMIPAFFVQVDAIPLTANGK.T + Oxidation (M)

R MAQTGAVSFDAGTFEVFGALLNGAALYPVKK E
RMAQTGAVSFDAGTFEVFGALLNGAALYPVKK.E + Deamidated (NQ)
RMAQTGAVSFDAGTFEVFGALLNGAALYPVKK.E + Oxidation (M)
RMAQTGAVSFDAGTFEVFGALLNGAALYPVKK.E + Oxidation (M)
RMAQTGAVSFDAGTFEVFGALLNGAALYPVKICE + Deamidated (NQ); Oxidation (M)
RMAQTGAVSFDAGTFEVFGALLNGAALYPVKK E + Deamidated (NQ); Oxidation (M)
RMAQTGAVSFDAGTFEVFGALLNGAALYPVKK.E + Deamidated (NQ); Oxidation (M)
RMAQTGAVSFDAGTFEVFGALLNGAALYPVKK.E + 2 Deamidated (NQ); Oxidation (M)

K SALKETLPDYMIPAFWVTLNELPVTANGK.V

K SALKETLPDYMIPAFWVTLNELPVTANGK.V + Deamidated (NQ); Oxidation (M)

K VKQASPSLSLWNGYGPTENTTFSTSFLIDR E
K.QLSLTLPSHMIPAFFVQVDAIPLTANGKTDR.N + Deamidated (NQ); Oxidation (M)
R.SALDGNLLNHLVAFENYPLDQELENGSMEDR.L + Oxidation (M)
KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGRA
KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGR A + Dearmidated (NQ)
KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGRA + 2 Deamidated (NQ)
KKPYTLVNNYGPTENTVVATSAEIHPEEGSLSIGR.A + 2 Deamidated (NQ)
RLNDYFETNGVTITFLPTQLAEQFMELENTSLR.V + Deamidated (NQ); Oxidation (M)
RLNDYFETNGVTITFLPTQLAEQFMELENTSLR.V + Deamidated (NQ); Oxidation (M)

R LNDYFETNGVTITFLPTQLAEQFMELENTSLR.V + 3 Deamidated (NQ); Oxidation (M)
R.QLAAYMEASAVSGGHQVLKPADKQDMYPLSSAQKRM + 2 Deamidated (NQ); Gin->pyro-Glu (N-term Q); 2 Oxidation (M)
R.NPLFNVMVTTENPDKEQLTLQNLSISPYEAHQGTSK F + Deamidated (NQ)

K YNFTDDVVFGTVVSGRPSEINGIETMAGLFINTIPVR.V + 2 Deamidated (NQ); Oxidation (M)
K YNFTDDVVFGTVVSGRPSEINGIETMAGLFINTIPVR.V + 2 Deamidated (NQ); Oxidation (M)
KYNFTDDVVFGTVVSGRPSEINGIETMAGLFINTIPVR.V + 2 Deamidated (NQ); Oxidation (M)
K YNFTDDVVFGTVVSGRPSEINGIETMAGLFINTIPVR.V + 2 Deamidated (NQ); Oxidation (M)
R.NPLFNVMVTTENPDKEQLTLQNLSISPYEAHQGTSK.F + Oxidation (M)
RNPLFNVMVTTENPDKEQLTLQNLSISPYEAHQGTSK.F + Oxidation (M)
R.TILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK.G + Deamidated (NQ)
RTILSLPLDENDEENPETAVTAENLAYMIYTSGTTGQPK.G + Oxidation (M)
KNAGYVPVTEEDRMAQTGAVSFDAGTFEVFGALLNGAALYPVKK E + Oxidation (M)
KNAGYVPVTEEDRMAQTGAVSFDAGTFEVFGALLNGAALYPVKK.E + 3 Deamidated (NQ); Oxidation (M)
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