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636.34 59-63 F.NKDIF.V 1 48.71 1.09 25 0.75 1.25 44.69 1.95
651.38 88-92 D.RILSY.F 3 26.38 0 0 1.00 2 infinite infinite 1 19.09 1.00 2.00 x 1.38
654.33 446-450 E.YKQCL.S 2 49.27 0.62 33.33 0.5 0.75 79.47 0.99 1 32.25 1.38 75 0.50 0.75 x 1.53
689.31 197-202 C.YGSYSL.Y 2 11.94 0.36 20 0.60 1.00 33.17 0.30 1 7.24 0.36 20 0.60 1.00 x 1.65

X 691.35 286-291 Y.IVDPTF.Q 4 3.91 0 0 1.00 1.00
718.39 148-153 E.LARDML.N 3 9.40 0 0 1.00 2.00 infinite infinite 1 7.66 0 0 1.00 2.00 x 1.23
737.39 220-225 T.NSRTFL.I 3 33.17 0.48 22.22 0.8 1.2 69.10 1.66 2 35.57 0.87 40 0.80 1.20 x 0.93
765.44 14-20 G.LVPRGSH.M 1 45.91 NA NA NA NA
783.4 58-63 V.FNKDIF.V 1 58.63 2.41 40 0.60 1.00 24.33 1.47
794.34 408-413 M.YTYFSN.T 1 53.38 0 0 0.60 0.60
798.34 2-8 M.GSSHHHH.H 1 7.06 NA NA NA NA NA NA
816.5 274-280 M.NVVPKIF.I 2 30.34 0.57 11.11 0.6 1 53.23 0.76 1 22.64 1.03 20 0.60 1.00 x 1.34
855.44 401-407 Y.LIHDNIM.Y 4 14.27 3.2 50 0.50 0.50 4.46 0.29

X X 857.44 410-416 T.YFSNTIL.L 1 43.09 0 0 0.67 0.83
869.46 168-175 M.GRHNVSSL.V 3 42.39 3.14 42.86 0.29 0.29 13.50 0.60 1 49.83 3.14 42.86 0.29 0.29 x 0.85
877.42 267-273 F.NIRQDTM.N 3 56.30 0.86 22.22 0.83 1 65.47 3.31 2 24.04 1.29 33.33 0.83 1.00 x 2.34

X X 878.47 300-306 M.FSQIDRL.E 1 31.21 0 0 0.83 1.00 infinite 1.84 4 32.68 0 0 0.83 1.00 x 0.96
879.52 27-33 L.KIIETYL.G 1 22.66 0 0 1.00 2.00 infinite infinite
895.38 408-414 M.YTYFSNT.I 1 49.36 0 0 0.67 0.67 infinite 1.50 2 5.77 0 0 0.67 0.67 x 8.55
895.44 326-332 E.YVRYTHG.I 3 31.20 0 0 0.83 1.50 infinite 1.84 3 17.68 0 0 0.83 1.50 x 1.76

X 909.49 12-20 S.SGLVPRGSH.M 1 26.86 NA NA NA NA
X 928.41 438-445 L.YQMLTSGE.Y 2 48.04 0 0 1.00 1.57

X X 932.51 286-293 Y.IVDPTFQL.L 1 55.58 0 0 1.00 1.33 infinite infinite
935.4 2-9 M.GSSHHHHH.H 1 33.34 NA NA NA NA

X 966.5 218-225 L.QTNSRTFL.I 4 39.07 0.48 22.22 0.71 1 81.40 1.35 1 40.31 0.62 28.57 0.71 1.00 x 0.97
976.48 146-153 M.EELARDML.N 2 16.12 0 0 0.86 1.57 infinite 1.15 1 17.27 0 0 0.86 1.57 x 0.93
990.57 243-250 L.SKIPYLRN.Y 3 62.99 0 0 0.67 0.67 infinite 1.91 2 46.43 0 0 0.67 0.67 x 1.36
996.52 11-20 H.SSGLVPRGSH.M 1 40.97 NA NA NA NA NA NA
1007.59 85-92 E.IKDRILSY.F 2 27.73 0 0 1.00 2 infinite infinite
1018.5 400-407 V.YLIHDNIM.Y 1 12.95 2.74 42.86 0.57 0.57 4.73 0.30 1 47.20 2.74 42.86 0.57 0.57 x 0.27

X 1019.59 231-239 F.LIKFITGNN.I 1 23.99 0 0 1.00 1.63
X 1024.49 325-332 L.EYVRYTHG.I 1 30.67 0 0 0.86 1.57

1029.59 127-136 L.TIKAPNVISS.K 1 25.74 2.25 50 0.13 0.13 11.44 0.30 1 32.73 2.25 50 0.13 0.13 x 0.79
1051.47 149-157 L.ARDMLNSMN.V 2 21.29 0 0 1.00 2.00 infinite infinite
1072.46 2-10 M.GSSHHHHHH.S 1 4.79 NA NA NA NA NA NA

X 1090.58 482-490 I.NIEKDIIVF.- 1 39.01 0.44 25 0.00 0.00
1091.6 327-335 Y.VRYTHGIVF.D 3 34.55 0.05 12.5 0.63 1.13 691.00 0.93 2 31.51 0.05 12.5 0.63 1.13 x 1.10

X 1095.57 285-293 I.YIVDPTFQL.L 1 1.77 0 0 1.00 1.29
X 1107.54 357-365 T.VTTKDYFSF.K 1 22.54 0.54 12.5 0.63 0.63 41.74 0.61 1 34.96 0.54 12.5 0.63 0.63 x 0.64
X 1117.57 399-407 S.VYLIHDNIM.Y 1 21.91 2.4 37.5 0.63 0.63 9.13 0.59

1122.54 300-308 M.FSQIDRLED.L 2 39.15 0 0 0.88 1.25 infinite 3.26 4 35.15 0 0 0.88 1.25 x 1.11
1133.59 32-41 T.YLGRVPSVNE.Y 2 30.71 1.21 37.5 0.75 1.13
1153.64 243-251 L.SKIPYLRNY.M 4 57.30 0.03 14.29 0.57 0.57 1910.00 1.33

X X 1159.49 2-11 M.GSSHHHHHHS.S 3 30.76 NA NA NA NA NA NA 2 12.99 NA NA NA NA x 2.37
1165.63 203-211 L.YLINPNIRY.G 2 50.33 0.57 14.29 0.71 1.14
1174.62 204-213 Y.LINPNIRYGD.I 3 42.11 1.78 37.5 0.50 0.75 23.66 0.84 1 41.95 1.78 37.5 0.50 0.75 x 1.00
1186.64 347-356 C.IIDENNRIVT.V 3 29.80 0.59 22.22 0.78 1 50.51 1.35 2 30.32 0.59 22.22 0.78 1.00 x 0.98
1192.67 216-225 D.ILQTNSRTFL.I 1 37.38 0.48 22.22 0.78 1 77.88 1.70 2 36.58 0.48 22.22 0.78 1.00 x 1.02
1203.64 176-185 L.VKNVNKLMEE.Y 1 34.74 0 0 0.89 1.67 infinite 3.16 1 19.77 0.4 22.22 0.00 0.00 x 1.76

X X 1208.66 284-293 N.IYIVDPTFQL.L 2 20.62 0 0 0.88 1.13 infinite 1.72 2 26.76 0 0 0.88 1.13 x 0.77
1234.64 31-41 E.TYLGRVPSVNE.Y 2 31.13 1.08 33.33 0.78 1.22 28.82 1.42 1 30.60 1.08 33.33 0.78 1.22 x 1.02
1235.63 300-309 M.FSQIDRLEDL.S 3 37.92 0 0 0.89 1.33 infinite 3.45 3 25.94 0 0 0.89 1.33 x 1.46
1246.52 2-12 M.GSSHHHHHHSS.G 1 30.74 NA NA NA NA
1247.63 42-51 E.YHMLKSQARN.I 2 38.12 0.11 22.22 0.78 1.11 346.55 1.73 1 25.97 0.11 22.22 0.78 1.11 x 1.47
1250.69 297-306 M.IKMFSQIDRL.E 2 27.88 0 0 0.89 1.33 infinite 2.53 2 22.53 0 0 0.89 1.33 x 1.24
1254.66 326-335 E.YVRYTHGIVF.D 3 43.70 0.04 11.11 0.67 1.22 1092.50 1.32 4 26.40 0.04 11.11 0.67 1.22 x 1.66
1263.62 148-158 E.LARDMLNSMNV.A 1 16.74 0 0 1.00 1.90 infinite infinite
1266.69 297-306 M.IKMFSQIDRL.E 2 22.89 0 0 0.89 1.33 infinite 2.08
1271.74 274-284 M.NVVPKIFIDNI.Y 1 28.58 2.72 44.44 0.56 0.78 10.51 0.65
1284.68 243-252 L.SKIPYLRNYM.V 2 44.72 0.02 12.5 0.63 0.63 2236.00 1.21 4 42.65 0.02 12.5 0.63 0.63 x 1.05

X 1289.65 205-215 L.INPNIRYGDID.I 4 27.36 1.58 33.33 0.44 0.56
1293.59 336-346 F.DGKRNNMPMKC.I 4 53.78 3.67 55.56 0.44 0.44 14.65 0.96 3 49.25 3.67 55.56 0.44 0.44 x 1.09

X 1306.67 286-296 Y.IVDPTFQLLNM.I 1 41.29 0 0 1.00 1.56 infinite infinite
1307.7 215-225 I.DILQTNSRTFL.I 3 45.97 0.49 30 0.70 0.90 93.82 1.53 1 41.73 0.49 30 0.70 0.90 x 1.10
1322.65 310-320 L.SKDPEKFNARM.A 2 43.04 0 0 0.89 1.33 infinite 3.91
1329.83 240-250 N.IILSKIPYLRN.Y 3 57.37 0 0 0.78 0.78 infinite 2.61 4 33.41 0 0 0.78 0.78 x 1.72
1337.68 203-213 L.YLINPNIRYGD.I 2 39.63 1.58 33.33 0.56 0.89 25.08 0.90 3 35.24 1.58 33.33 0.56 0.89 x 1.12
1343.71 459-469 M.NRDKIPIYSHT.E 4 31.23 1.14 44.44 0.00 0.00
1381.73 81-92 T.SASEIKDRILSY.F 2 41.94 0.92 18.18 0.82 1.64 45.59 2.33 2 37.80 0.92 18.18 0.82 1.64 x 1.11
1383.71 325-335 L.EYVRYTHGIVF.D 3 27.79 0.04 10 0.70 1.30 694.75 0.93 3 30.56 0.04 10 0.70 1.30 x 0.91
1392.7 186-196 E.YLRRHNKSCIC.Y 4 15.39 0.2 20 0.80 1.10 76.95 0.77 3 31.43 0.2 20 0.80 1.10 x 0.49
1402.73 204-215 Y.LINPNIRYGDID.I 2 41.41 1.42 30 0.50 0.70 29.16 0.83 1 34.91 1.42 30 0.50 0.70 x 1.19
1419.82 128-140 T.IKAPNVISSKISY.N 1 39.50 3.11 72.73 0.00 0.00 12.70 0.40
1420.78 214-225 D.IDILQTNSRTFL.I 2 32.15 0.55 33.33 0.64 0.82 58.45 0.89 2 33.45 0.45 27.27 0.64 0.82 x 0.96

X 1422.64 146-157 M.EELARDMLNSMN.V 1 20.64 0 0 0.91 1.73 infinite 2.29
X X 1434.79 14-26 G.LVPRGSHMPNITL.K 1 46.21 NA NA NA NA NA NA 2 50.08 NA NA NA NA x 0.92

1435.74 309-320 D.LSKDPEKFNARM.A 2 43.58 0 0 0.90 1.40 infinite 4.36 2 48.24 0 0 0.90 1.40 x 0.90
X 1450.77 202-213 S.LYLINPNIRYGD.I 3 46.21 1.58 33.33 0.6 1 29.25 1.16 1 38.47 1.42 30 0.60 1.00 x 1.20
X 1491.81 13-26 S.GLVPRGSHMPNITL.K 3 55.64 NA NA NA NA NA NA 2 34.37 NA NA NA NA x 1.62

1492.89 240-251 N.IILSKIPYLRNY.M 1 40.83 0.02 10 0.70 0.70 2041.50 1.36
1496.79 324-335 M.LEYVRYTHGIVF.D 4 24.12 0.04 11.11 0.73 1.36 603.00 0.89 3 24.91 0.04 9.09 0.73 1.36 x 0.97

x 1520.87 127-140 L.TIKAPNVISSKISY.N 1 58.15 2.85 66.67 0.08 0.08 20.40 0.63 1 25.17 2.85 66.67 0.08 0.08 x 2.31
1527.82 93-105 Y.FSKQTQTYNIGKL.F 2 45.69 1.24 33.33 0.50 0.92 36.85 0.91 1 36.53 1.24 33.33 0.50 0.92 x 1.25
1560.86 268-280 N.IRQDTMNVVPKIF.I 0.00 1 33.83 1.17 27.27 0.73 1.09
1563.72 438-450 L.YQMLTSGEYKQCL.S 4 30.55 0.97 41.67 0.75 1.17 31.49 1.22 1 45.84 0.97 41.67 0.75 1.17 x 0.67
1565.8 203-215 L.YLINPNIRYGDID.I 4 44.45 1.29 27.27 0.55 0.82 34.46 0.99 3 39.14 1.29 27.27 0.55 0.82 x 1.14
1578.84 12-26 S.SGLVPRGSHMPNITL.K 1 53.09 NA NA NA NA
1579.82 357-369 T.VTTKDYFSFKKCL.V 1 40.10 0.36 8.33 0.67 0.67

X X 1607.85 297-309 M.IKMFSQIDRLEDL.S 1 25.76 0 0 0.92 1.50 infinite 3.22
1623.93 240-252 N.IILSKIPYLRNYM.V 2 56.20 0.02 9.09 0.73 0.73 2810.00 2.08 1 34.85 0.02 9.09 0.73 0.73 x 1.61
1628.9 204-217 Y.LINPNIRYGDIDIL.Q 2 40.89 1.65 44.44 0.5 0.67 24.78 0.82 2 34.11 1.24 33.33 0.50 0.67 x 1.20
1652.81 333-346 G.IVFDGKRNNMPMKC.I 1 57.20 3.25 58.33 0.33 0.33 17.60 0.85 2 53.38 3.25 58.33 0.33 0.33 x 1.07
1658.8 253-266 M.VIKDENDNHIIDSF.N 1 17.31 0.11 15.38 0.85 0.85 157.36 1.15
1665.87 11-26 H.SSGLVPRGSHMPNITL.K 1 50.25 NA NA NA NA NA NA 1 55.74 NA NA NA NA x 0.90
1674.9 267-280 F.NIRQDTMNVVPKIF.I 3 36.52 1.07 25 0.75 1.08 34.13 1.46 1 25.22 1.07 25 0.75 1.08 x 1.45
1679.81 307-320 L.EDLSKDPEKFNARM.A 2 45.98 0 0 0.92 1.50 infinite 5.75 2 40.89 0 0 0.92 1.50 x 1.12
1717.95 27-41 L.KIIETYLGRVPSVNE.Y 3 30.55 1.08 33.33 0.85 1.46 28.29 2.04
1753.97 160-175 A.VIDKAKVMGRHNVSSL.V 1 29.46 4.25 66.67 0.13 0.13
1783.95 417-433 L.LSDKGKVHEISARGLCA.H 2 17.64 0.7 22.22 0.75 1.13 25.20 0.71 1 19.01 0.4 12.5 0.75 1.13 x 0.93

X 1789.8 252-266 Y.MVIKDENDNHIIDSF.N 2 4.56 0.1 14.29 0.86 0.86
1791.96 203-217 L.YLINPNIRYGDIDIL.Q 1 38.36 1.65 44.44 0.54 0.77 23.25 0.83 2 36.34 1.14 30.77 0.54 0.77 x 1.06
1802.93 10-26 H.HSSGLVPRGSHMPNITL.K 1 37.95 NA NA NA NA NA NA
1805.87 251-265 N.YMVIKDENDNHIIDS.F 1 0.00 0.1 14.29 0.86 0.86

X 1824.98 159-175 V.AVIDKAKVMGRHNVSSL.V 3 20.39 4.5 68.75 0.13 0.13
1841.95 357-371 T.VTTKDYFSFKKCLVY.L 1 35.00 0.31 7.14 0.71 0.71
1858.01 204-219 Y.LINPNIRYGDIDILQT.N 2 39.35 1.65 44.44 0.57 0.71 23.85 0.92 1 35.37 1.06 28.57 0.57 0.71 x 1.11
1930.07 42-57 E.YHMLKSQARNIQKITV.F 1 40.71 0.07 13.33 0.87 1.47

X X 1952.91 251-266 N.YMVIKDENDNHIIDSF.N 1 10.49 0.09 13.33 0.87 0.87 116.56 0.81 2 11.46 0.09 13.33 0.87 0.87 x 0.92
1998.95 393-409 F.ESVTNSVYLIHDNIMYT.Y 1 0.00 1.2 18.75 0.69 0.75
2010.12 415-433 T.ILLSDKGKVHEISARGLCA.H 4 18.94 0.35 11.11 0.78 1.11 54.11 0.86 2 17.97 0.35 11.11 0.78 1.11 x 1.05
2017.05 267-283 F.NIRQDTMNVVPKIFIDN.I 1 26.65 1.87 33.33 0.67 0.93
2021.07 203-219 L.YLINPNIRYGDIDILQT.N 2 31.23 0.99 26.67 0.60 0.80 31.55 0.78
2038.12 157-175 M.NVAVIDKAKVMGRHNVSSL.V 1 42.11 4.04 66.67 0.17 0.17
2077.14 42-58 E.YHMLKSQARNIQKITVF.N 1 34.49 0.06 12.5 0.88 1.50 574.83 2.87
2260.26 417-437 L.LSDKGKVHEISARGLCAHILL.Y 2 14.22 0.32 10 0.80 1.30 44.44 0.71
2293.2 267-285 F.NIRQDTMNVVPKIFIDNIY.I 2 34.16 1.9 35.29 0.65 0.88 17.98 0.98 1 21.82 1.9 35.29 0.65 0.88 x 1.57
2384.29 64-84 F.VSLVKKNKKRFFSDVNTSASE.I 2 33.46 0.88 30 0.65 1.25 38.02 0.96 1 41.94 0.88 30 0.65 1.25
2539.26 300-320 M.FSQIDRLEDLSKDPEKFNARM.A 1 69.54 0 0 0.89 1.37
2719.31 2-26 M.GSSHHHHHHSSGLVPRGSHMPNITL.K 1 31.44 0.05 4.55 0.05 0.05
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